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HYDROLASE e««»** w 
MICROPLASMINOGEN, SERINE 
PROTEASE, ZYMOGEN, 
CHYMOTRYPSIN 2 FAMILY, 
HYDROLASE 


GROWTH FACTOR 7S NGF; 
GROWTH FACTOR (BETA-NGF), 
HYDROLASE - SERINE PROTEINASE 
2 (GAMMA-NGF), INACTIVE SERINE 
PROTEINASE (ALPHA-NGF) 


GROWTH FACTOR 7S NGF; 
GROWTH FACTOR (BETA-NGF), 
HYDROLASE - SERINE PROTEINASE 
2 (GAMMA-NGF), INACTIVE SERINE 
PROTEINASE (ALPHA-NGF) 


COMPLEX (SERINE 
PROTEASE/INHIBITOR) TRYPSIN 
INHIBITOR; SERINE PROTEASE, 
INHIBITOR, COMPLEX, METAL 
BINDING SITES, 2 PROTEIN 
ENGINEERING, PROTEASE- 
SUBSTRATE INTERACTION S, 3 
METALLOPROTErNS 






Coumpound 


PLASMINOGEN; CHAIN: A, B, 


NERVE GROWTH FACTOR; 
CHAIN: A, B, G, X, Y, Z; 


NERVE GROWTH FACTOR; 
CHAIN: A, B, G S X,Y,Z; 


ECOTTN; CHAIN: A; ANIONIC 
TRYPSIN; CHAIN: B; 


HYDROLASE (SERINE ; 
PROTEINASE) TRYPSIN ■ 
(E.C.3 A21 .4) COMPLEXED 
WITH THE INHIBITOR ITRN 3 
OnSOPROPYL- 

FLUOROPHOSPHOFLUORIDAT- 
E (DFP) ITRN 4 HUMAN 
TRYPSIN, DFP INHIBITED ITRN 
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HYDROLASE (SERINE 
PROTEINASE) TRYPSIN 
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TRANSDUCTION/PEPTIDE) 
COMPLEX, 14-3-3, 
PHOSPHOPEPTIDE, SIGNAL 
TRANSDUCTION 




TRANSMEMBRANE PROTEIN 
COLICIN, BACTERIOCIN, ION 
CHANNEL FORMATION, 
TRANSMEMBRANE 2 PROTEIN 


STRUCTURAL PROTEIN TWO 
REPEATS OF SPECTRIN, ALPH A j 
HELICAL LINKER REGION, 2 2 
TANDEM 3-HELIX COILED-COILS, i 
STRUCTURAL PROTEIN 


STRUCTURAL PROTEIN TWO 
REPEATS OF SPECTRIN, ALPHA 
HELICAL LINKER REGION, 2 2 
TANDEM 3-HELIX C01LED-COILS, 
STRUCTURAL PROTEIN 


STRUCTURAL PROTEIN TWO 
REPEATS OF SPECTRIN, ALPHA 
HELICAL LINKER REGION, 2 2 
TANDEM 3-HELIX COILED-COILS, 
STRUCTURAL PROTEIN 


ENDOCYTOSIS/EXOCYTOSIS 
SYNAPTOTAGMIN AS SOCIATED 35 
KDA PROTEIN, P35A, THREE HELIX 
BUNDLE 


ENDOCYTOSIS/EXOCYTOSIS 
SYNAPTOTAGMIN ASSOCIATED 35 
KDA PROTEIN, P35A, THREE HELIX 
BUNDLE 
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A, B; PHOSPHOPEPTIDE; 
CHAIN: Q, R 




COLICIN IA; CHAIN: NULL; 


ALPHA SPECTRIN; CHAIN: A, 
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ALPHA SPECTRIN; CHAIN: A, 
B,C; 


ALPHA SPECTRIN; CHAIN: A, 
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C-MYC, 2 DIPOLAR COUPLING, 1 
DNA- BINDING, RNA-BINDING. RNA 
BINDING 3 PROTEIN j 


SI RNA-BINDING DOMAIN 
POLYRIBONUCLEOTIDE 
NUCLEOTIDYLTRANSFERASE, SI 
RNA-BINDING DOMAIN, 
POLYNUCLEOTIDE 
PHOSPHORYLASE 2 (PNPASE) 


RIBONUCLE OPROTEIN RNA- 
BINDING PROTEIN IVIG 19 




GENE REGULATION APO PROTEIN ' 


GENE REGULATION APO PROTEIN j 


CELL CYCLE CDC6P; CDC6, CDC 1 8, 
ORC I , AAA PROTEIN, DNA 
REPLICATION INITATION 2 
FACTOR, CELL CYCLE CONTROL 
FACTOR 


HELICASE DNA REPAIR, DNA 
REPLICATION, SOS RESPONSE, 
HELICASE, ATP- 2 BINDING, DNA- 
BINDING 




A CTIN-B MDING PROTEIN ACTTN- 
BINDING PROTEIN, CALCIUM- 
BINDING, PHOSPHORYLATION 


STRUCTURAL PROTEIN 
DYSTROPHIN, MUSCULAR 
DYSTROPHY, CALPONIN 
HOMOLOGY DOMAIN, 2 ACTIN- 
BINDING, UTROPHIN 
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PNPASE; CHAIN: NULL; 


VIGILIN; IVIG 5 CHAIN: NULL; 
IVIG 6 




EXCINUCLEASE UVRABC 
COMPONENT UVRB; CHAIN: A; 


EXCINUCLEASE UVRABC 
COMPONENT UVRB; CHAIN: A; 


CELL DIVISION CONTROL 
PROTEIN 6; CHAIN: A, B; 
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T-FIMBRIN; CHAIN: NULL; 


DYSTROPHIN; CHAIN: A, B, C, 


PCRA (SUBUNTI); CHAIN: 
PCRA (SUBUNIT); CHAIN: 
PCRA (SUBUNIT); CHAIN; 
PCRA (SUBUNIT); CHAIN: 
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PANCREAITC STONE INHIBITOR 
PANCREATIC STONE INHIBITOR, 
LECTIN 


METAL BINDING PROTEIN 
PANCREATIC STONE PROTEIN, PSP; 
PANCREATIC STONE INHIBITOR, 
LITHOSTATHINE 


METAL BINDING PROTEIN 
PANCREATIC STONE PROTEIN, PSP; 
PANCREATIC STONE INHIBITOR, 
LITHOSTATHINE 


i METAL BINDING PROTEIN 
! PANCREATIC STONE PROTEIN, PSP: 
■ PANCREATIC STONE INHIBITOR, 
LITHOSTATHINE 




PROTEIN TRANSPORT HELIX- 
TURN-HELIX TPR-LIKE REPEAT, 
PROTEIN TRANSPORT 




HYDROLASE SERCAl; ION PUMP, 
CALCIUM, MEMBRANE PROTEIN, P- 
TYPE ATPASE, ACTIVE 2 
TRANSPORT 




REPLICATION DNA NUCLEOTIDE 
EXCISION REPAIR, UVRABC, 
HELICASE, 2 

HYPERTHERMOSTABLE PROTEIN 


REPLICATION DNA NUCLEOTIDE 
EXCISION REPAIR, UVRABC, 
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o 
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LITHOSTATHINE; CHAIN: 

NULL 


LITHOSTATHINE; CHAIN: 
NULL 


LITHOSTATHINE; CHAIN: A; 


LITHOSTATHINE; CHAIN: A; 


LITHOSTATHINE; CHAIN: A; 




VESICULAR TRANSPORT 
PROTEIN SECl 7; CHAIN: A; 




CALCIUM-TRANSPORTING 
ATPASE SARCOPLASMIC 
CHAIN: A; 




DNA NUCLEOTIDE EXCISION 
REPAIR ENZYME UVRB; 
CHAIN: A; 


DNA NUCLEOTIDE EXCISION 
REPAIR ENZYME UVRB; 
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PDB annotation 


HELICASE. 2 

HYPERTHERMOSTABLE PROTEIN 


HYDROLASE UVRB; MULTIDOMAIN 
PROTEIN 


HYDROLASE UVRB; MULTIDOMAIN 
PROTEIN 


GENE REGULATION APO PROTEIN 


GENE REGULATION APO PROTEIN 


TRANSLATION YEAST INITIATION 
FACTOR 4A, EIF4A; HELICASE, 
INITIATION FACTOR 4A, DEAD-BOX j 
PROTEIN i 


TRANSLATION EUKARYOTIC 1 
INITIATION FACTOR 4A; IF4A, 
HEUCASE, DEAD-BOX PROTEIN | 


TRANSLATION EUKARYOTIC ) 
INITIATION FACTOR 4A; IF4A, 
HELICASE, DEAD-BOX PROTEIN | 


HELICASE HELICASE, RNA, [ 
HEPATITIS, HCV, ATP ASE, NTPASE | 


GENE REGULATION EIF4A; 
TRANSLATION INITIATION, 
SACCHAROMYCES CEREVXSIAE, 
DEAD BOX 2 PROTEIN FAMILY 


HELICASE RNA HELICASE, 
HEPATITIS C VIRUS, HCV, 
UNWINDING MECHANISM 




CALCIUM-BINDING PROTEIN CALB; 
CALCIUM-H-/PHOSPHOLIPID j 
BINDING PROTEIN, 2 CALCIUM- 
BINDING PROTEIN | 
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CHAIN: A; 


EXCINUCLEASE ABC SUBUNIT 
B; CHAIN: A; 


EXCINUCLEASE ABC SUBUNIT 
B; CHAIN: A; 


EXCINUCLEASE UVRABC 
COMPONENT UVRB; CHAIN: A; 


EXCINUCLEASE UVRABC 
COMPONENT UVRB; CHAIN: A; ; 


EUKARYOTIC INITIATION 
FACTOR 4A; CHAIN: A; 


YEAST INITIATION FACTOR ! 
4A; CHAIN: A, B; 


YEAST INITIATION FACTOR 
4A; CHAIN: A, B; 


HCV HELICASE; CHAIN: A, B; 


TRANSLATION INITIATION 
FACTOR 4A; CHAIN; A; 


RNA HELICASE; CHAIN: NULL 




PROTEIN KINASE C (BETA); 
CHAIN: A, B; i 
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TRANSCRIPTION FACTOR P65; 
P5QD; TRANSCRIPTION FACTOR, 
IKB/NFKB COMPLEX 


TRANSCRIPTION FACTOR P65; ! 
P50D; TRANSCRIPTION FACTOR, 
IKB/NFKB COMPLEX 
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TRANSCRIPTION FACTOR P65; 
P50D; TRANSCRIPTION FACTOR, 
IKB/NFKB COMPLEX 


COMPLEX (TRANSCRIPTION 
REG/ANK REPEAT) C OMPLEX 
(TRANSCRIPTION 
REGULATION/ANK REPEAT), 
ANKYRIN 2 REPEAT HELIX 


COMPLEX (TRANSCRIPTION 
REG/ANK REPEAT) COMPLEX 
(TRANSCRIPTION 
REGULATION/ANK REPEAT), 
ANKYRIN 2 REPEAT HELIX 


COMPLEX (TRANSCRIPTION 
REG/ANK REPEAT) COMPLEX 
(TRANSCRIPTION 
REGULATION/ANK REPEAT), 
ANKYRIN 2 REPEAT HELIX 
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NF-KAPPA-B P65 SUBUNIT; 
CHAIN: A; NF-KAPPA-B P50D 
SUBUNIT; CHAIN: C; I-KAPPA- 
B-ALPHA: CHAIN: D: 


NF-KAPPA-B P65 SUBUNIT; 
CHAIN: A; NF-KAPPA-B P50D 
SUBUNIT; CHAIN: C; I-KAPPA- 
B-ALPHA; CHAIN: D; 


NF-KAPPA-B P65 SUBUNIT; 
CHAIN: A; NF-KAPPA-B P50D 
SUBUNIT; CHAIN: C; I-KAPPA- 1 
B-ALPHA; CHAIN: D; j 


NF-KAPPA-B P65 SUBUNIT; 
CHAIN: A; NF-KAPPA-B P50D 
SUBUNIT; CHAIN: C; I-KAPPA- 
B-ALPHA; CHAIN: D: 


NF-KAPPA-B P65; CHAIN; A 3 C; 
NF-KAPPA-B P50; CHAIN: B, D; 
T-KA P PA-B- ALPHA; CHAIN: E, 

F; 


NF-KAPPA-B P65; CHAIN: A, C; 
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PDB annotation 


INTERACTION MODULE, 2 
DIMERIZATION DOMAIN, 
TRANSFERASE 


TRANSFERASE RECEPTOR 
TYROSINE KINASE, PROTEIN 
INTERACTION MODULE, 2 
DIMERIZATION DOMAIN, 
TRANSFERASE 


; SIGNAL TRANSDUCTION SAM 
DOMAIN, EPH RECEPTOR, SIGNAL 
TRANSDUCTION, OLIGOMER 


SIGNAL TRANSDUCTION SAM 
DOMAIN, EPH RECEPTOR, SIGNAL 
TRANSDUCTION, OLIGOMER 


of 

i| 

1|L 

S? of 2 
fees 

^ C/N e-y 

« 83 S 

III 

H w < 


TUMOR SUPPRESSOR TUMOR 
SUPPRESSOR, CDK4/6 INHIBITOR, 
ANKYRIN MOTIF 


TUMOR SUPPRESSOR TUMOR 
SUPPRESSOR, CDK4/6 INHIBITOR, 
ANKYRIN MOTIF 


TUMOR SUPPRESSOR TUMOR 
SUPPRESSOR, CDK4/6 INHIBITOR, 
ANKYRIN MOTIF 


TUMOR SUPPRESSOR TUMOR 
SUPPRESSOR, CDK4/6 INHIBITOR, i 
ANKYRIN MOTIF j 


TUMOR SUPPRESSOR TUMOR 
SUPPRESSOR, CDK4/6 INHIBITOR, 
ANKYRIN MOTIF 


TUMOR SUPPRESSOR TUMOR 
SUPPRESSOR, CDK4/6 INHIBITOR, 


i. 

e 
GU 

a 

a 
o 
U 




EPHA4 RECEPTOR TYROSINE 
KINASE; CHAIN: A; 


EPHB2; CHAIN: A s B, C 9 D s E, F, 
G,H; 


EPHB2; CHAIN: A, B, C, D s E, F, 
G,H; 


P19INK4D CDK4/6 INHIBITOR; 
CHAIN: NULL; 


P19INK4D CDK4/6 INHIBITOR; 
CHAIN: NULL; 


P19INK4D CDK4/6 INHIBITOR; 
CHAIN: NULL; 


PI9INK4D CDK4/6 INHIBITOR; 
CHAIN: NULL; 


P 1 9INK4D CDK4/6 INHIBITOR; 
CHAIN: NULL; 


P 1 9INK4D CDK4/6 INHIBITOR; 
CHAIN: NULL; 


P191NK4D CDK4/6 INHIBITOR; 
CHAIN: NULL; 
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KINASE, CELL CYCLE 2 CONTROL, i 
ALPHA/BETA, COMPLEX j 
(INHIBITOR PROTEIN/KINASE) 


COMPLEX (INHIBITOR 
PROTEIN/KINASE) INHIBITOR 
PROTEIN, CYCLIN-DEPENDENT 
KINASE, CELL CYCLE 2 CONTROL, 
ALPHA/BETA, COMPLEX 
(INHIBITOR PROTEIN/KINASE) 


COMPLEX (INHIBITOR 
PROTEIN/KINASE) INHIBITOR 
PROTEIN, CYCLIN-DEPENDENT 
KINASE, CELL CYCLE 2 CONTROL, 
ALPHA/BETA, COMPLEX 
(INHIBITOR PROTEIN/KINASE) 


COMPLEX (INHIBITOR 
PROTEIN/KINASE) INHIBITOR 
PROTEIN, CYCLIN-DEPENDENT 
KINASE, CELL CYCLE 2 CONTROL, 
ALPHA/BETA, COMPLEX 
(INHIBITOR PROTEIN/KINASE) 


COMPLEX (INHIBITOR 
PROTEIN/KINASE) INHIBITOR | 
PROTEIN, CYCLIN-DEPENDENT 
KINASE, CELL CYCLE 2 CONTROL, 
ALPHA/BETA, COMPLEX 
(INHIBITOR PROTEIN/KINASE) 


COMPLEX (INHIBITOR 
} PROTEIN/KINASE) INHIBITOR 
1 PROTEIN, CYCLIN-DEPENDENT 

KINASE, CELL CYCLE 2 CONTROL, 

ALPHA/BETA, COMPLEX 

(INHIBITOR PROTEIN/KINASE) 


COMPLEX (INHIBITOR J 


1 

B 

g 
u 




CYCLIN-DEPENDENT KINASE 
6; CHAIN: A; P19INK4D; CHAIN: 
B; 


CYCLIN-DEPENDENT KINASE 
6; CHAIN: A; P19INK4D; CHAIN: 
B; 


C YCLIN-DEPENDENT KINASE 
6; CHAIN: A; P19INK4D; CHAIN: 
B; 


CYCLIN-DEPENDENT KINASE 
6; CHAIN: A; P19INK4D; CHAIN: 

IB; 


CYCLIN-DEPENDENT KINASE 
6; CHAIN: A; P19INK4D; CHAIN: 
B; 


CYCLIN-DEPENDENT KINASE I 
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PDB annotation 


HELIX, ANKYRIN REPEAT | 


SIGNALING PROTEIN HELIX-TURN- 
HELIX, ANKYRIN REPEAT 


SIGNALING PROTEIN HELIX-TURN- 
HELIX, ANKYRIN REPEAT 


CELL CYCLE INHIBITOR PI 8- 
INK4C(INK6); CELL CYCLE 
INHIBITOR, PI8-INK4C(INK6) t 
ANKYRIN REPEAT, 2 CDK 4/6 
INHIBITOR 


23 

Cl) 

H O ^ <m 

s 5 ^ 


CELL CYCLE INHIBITOR P18- 
INK4C(INK6); CELL CYCLE 
INHIBITOR, PI 8-INK4C(INK6), 
ANKYRIN REPEAT, 2 CDK 4/6 
INHIBITOR 


CELL CYCLE INHIBITOR P18- 
INK4C(INK6); CELL CYCLE 
INHIBITOR, P 1 8-INK4QINK6), 
ANKYRIN REPEAT, 2 CDK 4/6 
INHIBITOR ! 


*n Cf 

Oh O 

o <*4 

ii 

§ Q S 

?i o m 

e JO 2 


TRANSCRIPTION FACTOR P65; 
P50D; TRANSCRIPTION FACTOR, 
IKB/NFKB COMPLEX 


VO 

5 
o 

8 
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4 INHIBITOR B; CHAIN: A; | 


CYCLIN-DEPENDENT KINASE 
4 INHIBITORS; CHAIN: A; 


CYCLIN-DEPENDENT KINASE 
4 INHIBITOR B; CHAIN: A; 


CYCLIN-DEPENDENT KINASE 
6 INHIBITOR; CHAIN: A, B; 


1* 

2 PQ 

II 

§| 

(J g 

^ e 

(J VO 


CYCLIN-DEPENDENT XINASE 
6 INHIBITOR; CHAIN: A, B; 


CYCLIN-DEPENDENT KINASE 
6 INHIBITOR; CHAIN: A, B; 


NF-KAPPA-B P65 SUBUNIT; 
CHAIN: A; NF-KAPPA-B P50D 
SUBUNIT; CHAIN: C; I-KAPPA- 
B-ALPHA; CHAIN: D; 


NF-KAPPA-B P65 SUBUNIT; 
CHAIN: A; NF-KAPPA-B P50D 
SUBUNIT; CHAIN: C; 1-KAPPA- 
B- ALP HA; CHAIN: D; 


NF-KAPPA-B P65 SUBUNIT; ] 
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PSOD; TRANSCRIPTION FACTOR, 
IKB/NFKB COMPLEX 


TRANSCRIPTION FACTOR P65; 
P50D; TRANSCRIPTION FACTOR, 
IKB/NFKB COMPLEX 


TRANSCRIPTION FACTOR P65; 
PSOD; TRANSCRIPTION FACTOR, 
IKB/NFKB COMPLEX 


TRANSCRIPTION FACTOR P65; 
P50D; TRANSCRIPTION FACTOR, 
IKB/NFKB COMPLEX 
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TRANSCRIPTION FACTOR P65; j 
P50D; TRANSCRIPTION FACTOR, 
IKB/NFKB COMPLEX 


TRANSCRIPTION FACTOR P65; 
PSOD; TRANSCRIPTION FACTOR, 
DCB/NFKB COMPLEX 


TRANSCRIPTION FACTOR P65; 
PSOD; TRANSCRIPTION FACTOR, 
IKB/NFKB COMPLEX 


ANK-REPEAT MYOTROPHIN, 
ACETYL ATI ON, NMR, ANK-REPEAT 


ANK-REPEAT MYOTROPHIN, 


g 

o 

a 

g 

u 


CHAIN: A; NF-KAPPA-B P50D 
SUBUNIT; CHAIN: C; I-KAPPA- 
B-ALPHA; CHAIN: D; 


NF-KAPPA-B P65 SUBUNIT; 
CHAIN: A; NF-KAPPA-B P50D 
SUBUNIT; CHAIN: C; I-KAFPA- 
B-ALPHA; CHAIN: D; 


NF-KAPPA-B P65 SUBUNIT; 
CHAIN: A; NF-KAPPA-B PSOD 
SUBUNIT; CHAIN: C; I-KAPPA- 
B -ALPHA; CHAIN: D; 


NF-KAPPA-B P65 SUBUNIT; 
CHAIN: A; NF-KAPPA-B PSOD 
SUBUNIT; CHAIN: C; I-KAPPA- ; 
B-ALPHA; CHAIN: D; 1 


NF-KAPPA-B P65 SUBUNIT; i 
CHAIN: A; NF-KAPPA-B PSOD 

i SUBUNIT; CHAIN: C; 1-KAPPA- 

| B-ALPHA; CHAIN: D; 


NF-KAPPA-B P65 SUBUNIT; 
CHAIN: A; NF-KAPPA-B P50D 
SUBUNIT; CHAIN: C; I-KAPPA- i 
B-ALPHA; CHAIN: D; I 


NF-KAPPA-B P65 SUBUNIT; 
CHAIN: A; NF-KAPPA-B PSOD 
SUBUNIT; CHAIN: C; I-KAPPA- 
B-ALPHA; CHAIN: D; 


^-BP65 SUBUNIT; 
; NF-KAPPA-B PSOD 
; CHAIN: C; I-KAPPA- 
; CHAIN: D: 


MYOTROPHIN; CHAIN: NULL 


MYOTROPHIN; CHAIN: NULL 


NF-KAPP/ 
CHAIN: A: 
SUBUNIT; 
B-ALPHA; 
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II 

PU 


COMPLEX (TRANSCRIPTION 
REG/ANK REPEAT) COMPLEX S 
(TRANSCRIPTION 
REGULATION/ANK REPEAT), 
ANKYRIN 2 REPEAT HELIX 


COMPLEX (TRANSCRIPTION j 
REG/ANK REPEAT) COMPLEX 
(TRANSCRIPTION 
REGULATION/ANK REPEAT), 
ANKYRIN 2 REPEAT HELDC 


COMPLEX (TRANSCRIPTION 
REG/ANK REPEAT) COMPLEX 
(TRANSCRIPTION 
REGULATION/ANK REPEAT), 
ANKYRIN 2 REPEAT HELIX 


COMPLEX (TRANSCRIPTION 
REG/ANK REPEAT) COMPLEX 
(TRANSCRIPTION 
REGULATION/ANK REPEAT), 
ANKYRIN 2 REPEAT HELIX I 


COMPLEX (TRANSCRIPTION 
REG/ANK REPEAT) COMPLEX 
(TRANSCRIPTION 
REGULATION/ANK REPEAT), 
ANKYRIN 2 REPEAT HELIX 


COMPLEX (TRANSCRIPTION 
REG/ANK REPEAT) COMPLEX 
(TRANSCRIPTION 
REGULATION/ANK REPEAT), 
ANKYRIN 2 REPEAT HELIX 


COMPLEX (TRANSCRIPTION 
REG/ANK REPEAT) COMPLEX , 
(TRANSCRIPTION 
REGULATION/ANK REPEAT), 


T3 

a 


NF-KAPPA-B P65; CHAIN: A, C; 
NF-KAPPA-B P50; CHAIN: B, D; 
I-KAPPA-B-ALPHA; CHAIN: E, 

F; 


NF-KAPPA-B P65; CHAIN: A, C; 
NF-KAPPA-B P5Q; CHAIN: B, D; 
I-KAPPA-B-ALPHA; CHAIN: E, 
F; 


NF-KAPPA-B P65; CHAIN: A, C; 
NF-KAPPA-B P50; CHAIN: B, D; 
I-KAPPA-B-ALPHA; CHAIN: E, 
F; 


NF-KAPPA-B P65; CHAIN: A, C; 
NF-KAPPA-B P50; CHAIN: B, D; 
I-KAPPA-B-ALPHA; CHAIN: E, 


U Q pf 

S53 
51 Jo 

too s 

2 £ 3 
a ^ 
< eo 


NF-KAPPA-B P65; CHAIN: A, C; ! 
NF-KAPPA-B P50; CHAIN: B, D; 
I-KAPPA-B-ALPHA; CHAIN: E, 
F; 


NF-KAPPA-B P65; CHAIN: A, C; 
NF-KAPPA-B P50; CHAIN: B, D; 
I-KAPPA-B-ALPHA; CHAIN: E, 
F; 
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D score 
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REPEAT, HSC70, 2 HSP70, PROTEIN 
BINDING 


CHAPERONE HOP, TPR-DOMAIN, 
PEPTTDE-COMPLEX, HELICAL 
REPEAT, HSC70, 2 HSP70, PROTEIN 
BINDING 


METAL BINDING PROTEIN RING j 
FINGER PROTEIN MATl ; RING 
FINGER (C3HC4) ! 


DNA-BINDING PROTEIN V(D)J 
RECOMBINATION ACTIVATING 
PROTEIN 1; RAGl, VCD) J 
RECOMBINATION, ANTIBODY, 
MAD, RING FINGER, 2 ZINC 
BINUCLEAR CLUSTER, ZINC 
FINGER, DNA-BINDING PROTEIN 




COMPLEX | 
(lMMUNOGL03Ifi£5K^WTOA^TIGE 
N) COMPLEX 

(IMMUNOGLOBULIN/AUTOANTIGE 
N), RHEUMATOID FACTOR 2 AUTO- 
ANTIBODY COMPLEX 


INSECT IMMUNITY INSECT 
IMMUNITY, LPS-BINDING, 
HOMOPHILIC ADHESION 


INSECT IMMUNITY INSECT 
IMMUNITY, LPS -BINDING, 
HOMOPHILIC ADHESION 


INSECT IMMUNITY INSECT 
IMMUNITY, LPS-BINDING, 
HOMOPHILIC ADHESION 


INSECT IMMUNITY INSECT 
IMMUNITY, LPS-BINDING, 


I 

Pi, 
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P 
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U 


Q 

d 


TPRl -DOMAIN OF HOP; CHAIN: 
A, B; HSC70-PEFTTDE; CHAIN: 
C, D; 


CDK-ACnVATTNG KINASE 
ASSEMBLY FACTOR MATI ; 
CHAIN: A; 


; RAGl; CHAIN: NULL; 
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HEMOLIN; CHAIN: A, B; 


eS 
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I: 
1, 


HEMOLIN; CHAIN: A, B; 
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PBB annotation 


> 
1 

i 

i 
1 


CELL ADHESION NEURAL CELL 
ADHESION 


GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR FGF, FGFR, 
IMMUNOGLOBULIN-LIKE, SIGNAL 
TRANSDUCTION, 2 DIMERIZ ATI ON, 
GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR 


GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR FGF, FGFR, 
IMMUNOGLOBULIN-LIKEj SIGNAL 
TRANSDUCTION, 2 DIMERIZ ATI ON, 
GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR 


GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR FGF S FGFR, 
IMMUNOGLOBULIN-LIKE, SIGNAL 
TRANSDUCTION, 2 DIMERIZATION, 
GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR 


GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR FGF, FGFR, ! 
IMMUNOGLOBULIN-LIKE, SIGNAL 
TRANSDUCTION, 2 DIMERIZATION, 
GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR 


GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR FGF, FGFR, 
IMMUNOGLOBULIN-LIKE, SIGNAL 
TRANSDUCTION, 2 DIMERIZATION, 
GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR 


GROWTH FACTOR/GROWTH I 


! 

P. 

s 

m 

a 




AXONlN-i; CHAIN: A; 


FIBROBLAST GROWTH 
FACTOR 2; CHAIN: A, B; 
FIBROBLAST GROWTH 
FACTOR RECEPTOR i; CHAIN: 
C, D; 


FIBROBLAST GROWTH 
FACTOR 2; CHAIN: A, B; 
FIBROBLAST GROWTH 
FACTOR RECEPTOR I; CHAIN: 


FIBROBLAST GROWTH 
FACTOR 2; CHAIN: A, B; 
FIBROBLAST GROWTH 
FACTOR RECEPTOR 1; CHAIN: 


FIBROBLAST GROWTH 
FACTOR 2; CHAIN: A, B; 
FIBROBLAST GRO WTH 
FACTOR RECEPTOR 1; CHAIN: 


FIBROBLAST GROWTH 
FACTOR 2; CHAIN: A, B; 
FIBROBLAST GROWTH 
FACTOR RECEPTOR 1; CHAIN: 
CD; 


FIBROBLAST GROWTH | 
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PDB annotation 


FACTOR RECEPTOR FGF, FGFR, 
IMMUNOGLOBULIN-LIKE, SIGNAL 
TRANSDUCTION, 2 DIMERIZATION, 
GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR 


GROWTH FACTOR/GROWTH j 
FACTOR RECEPTOR FGF, FGFR, 
IMMUNOGLOBULIN-LIKE, SIGNAL 
TRANSDUCTION, 2 DIMERIZATION, 
GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR 


GROWTH FACTOR/GROWTH ! 
FACTOR RECEPTOR FGF, FGFR, 
IMMUNOGLOBULIN -L IKEj SIGNAL 
TRANSDUCTION, 2 DIMERIZATION, 
GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR 


GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR FGF, FGFR, 
IMMUNOGLOBULIN-LIKE, SIGNAL 
TRANSDUCTION, 2 DIMERIZATION, 
GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR 


GROWTH FACTORyGROWTH 
FACTOR RECEPTOR FGF, FGFR, 
IMMUNOGLOBULIN- LIKE, SIGNAL 
TRANSDUCTION, 2 DIMERIZATION, 
GROWTH FACTORAjROWTH 
FACTOR RECEPTOR 


GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR FGF, FGFR, 
IMMUNOGLOBULIN-LIKE, SIGNAL 
TRANSDUCTION, 2 DIMERIZATION, 
GROWTH FACTORAjROWTH j 


Coumpound 


FACTOR 2; CHAIN: A, B; 
FIBROBLAST GROWTH 
FACTOR RECEPTOR 1; CHAIN: 
C,D; 


FIBROBLAST GROWTH 
FACTOR 2; CHAIN: A, B; 
FIBROBLAST GROWTH 
FACTOR RECEPTOR I; CHAIN: 
C,D; 


FIBROBLAST GROWTH 
FACTOR 2; CHAIN: A, B; 
FIBROBLAST GROWTH 
FACTOR RECEPTOR 1; CHAIN: 
C,D; 


FIBROBLAST GROWTH 
FACTOR 2; CHAIN: A, B; 
FIBROBLAST GROWTH 
FACTOR RECEPTOR I; CHAIN; 
C,D; 


FIBROBLAST GROWTH 
FACTOR 2; CHAIN: A, B; 
FIBROBLAST GROWTH 
FACTOR RECEPTOR 1 ; CHAIN: 
C, D; 


FIBROBLAST GROWTH 
FACTOR 2; CHAIN: A, B; 
FIBROBLAST GROWTH 
FACTOR RECEPTOR 1; CHAIN: 
C,D; 


SEQFOL 
D score 
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PDB annotation 


TRANSDUCTION, 2 DIMERIZATION, 
GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR 


GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR FGF, FGFR, 
IMMUNOGLOBULIN-LIKE, SIGNAL 
TRANSDUCTION, 2 DIMERIZATION, 
! GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR 


GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR FGF, FGFR, 
IMMUNOGLOBULIN-LIKE, SIGNAL 
TRANSDUCTION, 2 DIMERIZATION, 
GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR 


GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR FGF, FGFR, 
IMMUNOGLOBULIN-LIKE, SIGNAL 
TRANSDUCTION, 2 DIMERIZ^JION, 
GROWTH FACTOR/raedWftH 
FACTOR RECEPTOR 1 


GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR FGF, FGFR, 
IMMUNOGLOBULIN-LIKE, SIGNAL 
TRANSDUCTION, 2 DIMERIZATION, 
GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR 


; VIRUS/VIRAL PROTEIN, RECEPTOR 
CD15S, PVR, HUMAN POLIOVIRUS, 
ELECTRON MICROSCOPY, 2 
POLIOVIRUS-RECEPTOR COMPLEX, 
VIRUSAORAL PROTEIN, RECEPTOR ] 


! VIRUSAORAL PROTEIN, RECEPTOR 
1 CD155, PVR, HUMAN POLIOVIRUS, 


Coumpound 


FACTOR RECEPTOR 1; CHAIN: 
C,D; 


FIBROBLAST GROWTH 
FACTOR 2; CHAIN: A, B; 
FIBROBLAST GROWTH 
FACTOR RECEPTOR 1; CHAIN: 
C,D; 


FIBROBLAST GROWTH 
FACTOR 2; -CHAIN: A, B; 
FIBROBLAST GROWTH 
FACTOR RECEPTOR 1; CHAIN: 

C,D; 


FIBROBLAST GROWTH 
FACTOR 2; CHAIN: A, B; 
FIBROBLAST GROWTH 
FACTOR RECEPTOR I; CHAIN: 
C.D; 


FIBROBLAST GROWTH 
FACTOR 2; CHAIN: A B; 
FIBROBLAST GROWTH 
FACTOR RECEPTOR 1; CHAIN: 
C,D; 


POLIOVIRUS RECEPTOR; 
CHAIN: R; VP1; CHAIN: I; VP2; 
CHAIN: 2; VP3; CHAIN; 3; VP4; 
CHAIN: 4; . 


POLIOVIRUS RECEPTOR; 
CHAIN; R; VP1; CHAIN: 1; VP2; 


SEQFOL 
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PDB annotation 


ELECTRON MICROSCOPY, 2 
POLIOVIRUS-RECEPTOR COMPLEX, 
VIRUS/VIRAL PROTEIN. RECEPTOR 


VIRUS/VIRAL PROTEIN, RECEPTOR j 
CDI55, PVR, HUMAN POLIOVIRUS, } 
ELECTRON MICROSCOPY, 2 j 
POLIOVIRUS-RECEPTOR COMPLEX, j 
VIRUS/VIRAL PROTEIN, RECEPTOR i 


< » 

i§l 

U & O 


CELL ADHESION NCAM; NCAM, 
IMMUNOGLOBULIN FOLD, 
GLYCOPROTEIN 


CELL ADHESION NCAM; NCAM, 
IMMUNOGLOBULIN FOLD, 
GLYCOPROTEIN 


CELL ADHESION NCAM; NCAM, 
IMMUNOGLOBULIN FOLD, 
GLYCOPROTEIN 


CELL ADHESION NCAM; NCAM, 
IMMUNOGLOBULIN FOLD, 
GLYCOPROTEIN 


CELL ADHESION NCAM; NCAM, 
IMMUNOGLOBULIN FOLD, 
GLYCOPROTEIN i 


CELL ADHESION NCAM; NCAM, 
IMMUNOGLOBULIN FOLD, 
GLYCOPROTEIN 


CELL ADHESION NCAM; NCAM, 
IMMUNOGLOBULIN FOLD, 
GLYCOPROTEIN 


a 
^ s 

go 

9« 

IB 

is 

Ou 
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i 

B 

8 

u 


CHAIN: 2; VP3; CHAIN: 3; VP4; 
CHAIN: 4; 


POLIOVIRUS RECEPTOR; 
CHAIN: R; VPl; CHAIN: 1; VP2; 
CHAIN: 2; VP3; CHAIN: 3; VP4; 
CHAIN: 4; 


NEURAL CELL ADHESION 
MOLECULE; CHAIN: A, B, C, D; 


NEURAL CELL ADHESION 
MOLECULE; CHAIN: A, B, C, D; 


NEURAL CELL ADHESION 
MOLECULE; CHAIN: A, B, C s D; 


NEURAL CELL ADHESION 
MOLECULE; CHAIN: A, B, C, D; 


NEURAL CELL ADHESION 
MOLECULE; CHAIN: A, B, C, D; 


NEURAL CELL ADHESION 
MOLECULE; CHAIN: A, B, C, D; 


\ NEURAL CELL ADHESION 
MOLECULE; CHAIN: A, B, C, D; 


NEURAL CELL ADHESION 
MOLECULE; CHAIN: A, B, C y D; 


FIBROBLAST GROWTH 
FACTOR 2; CHAIN: A, B, C, D; 


SEQPOL 
D score 
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PDB annotation 


GROWTH FACTOR/GROWTH 
FACTOR RECEPTOR FGFl; FGFRl; 
IMMUNOGLOBULIN (IG) LIKE 
DOMAINS BELONGING TO THE I- 
SET 2 SUBGROUP WITHIN IG-LIKE 
DOMAINS, B-TREFOIL FOLD 


GROWTH FACTOR/GROWTH | 
FACTOR RECEPTOR FGFl; FGFRl; 
IMMUNOGLOBULIN (IG) LIKE 
DOMAINS BELONGING TO THE I- 
SET 2 SUBGROUP WITHIN IG-LIKE 
DOMAINS, B-TREFOIL FOLD 1 


III 

~M 

W > 9 N 
iSi <C O PQ 


IMMUNE SYSTEM FC-EPSILON RI- { 
ALPHA; IMMUNOGLOBULIN FOLD, j 
GLYCOPROTEIN, RECEPTOR, IGE- j 
BINDING 2 PROTEIN I 


IMMUNE SYSTEM FC-EPSILON RI- 
ALPHA; IMMUNOGLOBULIN FOLD, 
GLYCOPROTEIN, RECEPTOR, IGE- 
BINDING 2 PROTEIN 


IMMUNE SYSTEM FC-EPSILON RI- 
ALPHA; IMMUNOGLOBULIN FOLD, ; 
GLYCOPROTEIN, RECEPTOR, IGE- 
BINDING 2 PROTEIN 


IMMUNE SYSTEM FC-EPSILON RI- j 
ALPHA; IMMUNOGLOBULIN FOLD, | 
GLYCOPROTEIN, RECEPTOR, IGE- 
BINDING 2 PROTEIN | 


IMMUNE SYSTEM FC-EPSILON RI- 
ALPHA; IMMUNOGLOBULIN FOLD, 


a 
p 

a 

a 
£3 

3 
e 

U 


FIBROBLAST GROWTH 
FACTOR I; CHAIN; A, B; 
FIBROBLAST GROWTH 
FACTOR RECEPTOR 1; CHAIN: 


FIBROBLAST GROWTH 
FACTOR 1 ; CHAIN: A, B; | 
FIBROBLAST GROWTH \ 
FACTOR RECEPTOR 1; CHAIN: 
C,D; | 


HIGH AFFINITY 
IMMUNOGLOBULIN EPSILON 
RECEPTOR CHAIN: A; 


HIGH AFFINITY 
IMMUNOGLOBULIN EPSILON 
RECEPTOR CHAIN: A; 


HIGH AFFINITY 
IMMUNOGLOBULIN EPSILON 
RECEPTOR CHAIN: A; 


HIGH AFFINITY 
IMMUNOGLOBULIN EPSILON 
RECEPTOR CHAIN: A; 


HIGH AFFINITY : 
IMMUNOGLOBULIN EPSILON 
; RECEPTOR CHAIN: A; 


HIGH AFFINITY 
IMMUNOGLOBULIN EPSILON 


SEQFOL 
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PDB annotation | 




COMPLEX 

(IMMUNOGLOBULIN/RECEPTOR) 
IMMUNOGLOBULIN FOLD, 
TRANSMEMBRANE, 
GLYCOPROTEIN, RECEPTOR, 2 
SIGNAL, COMPLEX 
(IMMUNOGLOBULIN/RECEPTOR) 


COMPLEX 

(IMMUNOGLOBULIN/RECEPTOR) 
IMMUNOGLOBULIN FOLD, 
TRANSMEMBRANE, 
GLYCOPROTEIN, RECEPTOR, 2 
SIGNAL, COMPLEX 
aMMUNOGLOBULIN/RECEPTOR) 


COMPLEX 

(IMMUNOGLOBULIN/RECEPTOR) 
IMMUNOGLOBULIN FOLD, 
TRANSMEMBRANE, 
GLYCOPROTEIN, RECEPTOR, 2 
SIGNAL, COMPLEX 
OMMUNOGLOBULIN/RECEPTOR) 


KINASE KINASE^ TWITCHIN, j 
INTRASTERIC REGULATION 


I 

n 

SS 

o o 






g 

o 

g 


\ T LYMPHOCYTE ADHESION 
GLYCOPROTEIN CD2 (RAT) 
IHNG 3 


INTERLEUKIN-l BETA; CHAIN: 
A; TYPE 1 INTERLEUKIN-l 
RECEPTOR; CHAIN: B: 


INTERLEUKIN-l BETA; CHAIN: 
A; TYPE 1 INTERLEUKIN-l 
RECEPTOR; CHAIN: B; 


INTERLEUKIN-l BETA; CHAIN: 
A; TYPE 1 INTERLEUKIN-l 
RECEPTOR; CHAIN: B; 


o 


LAMBDA in BENCE JONES 
PROTEIN CLE; CHAIN: A, B 


IMMUNOGLOBULIN 
IMMUNOGLOBULIN Gl (IGGl) 
(MCG) WITH A HINGE 
DELETION IMCO 3 


[IMMUNOGLOBULIN 
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PDB annotation 


D1.2; IVCA 6 IMMUNOGLOBULIN 
SUPERFAMILY, INTEGRIN-BINDING 
IVCA 15 


GLYCOPROTEIN CD4; 
IMMUNOGLOBULIN FOLD, 
TRANSMEMBRANE, 
GLYCOPROTEIN, T-CELL, 2 MHC 
LIPOPROTEIN, POLYMORPHISM 


GLYCOPROTEIN CD4; 
IMMUNOGLOBULIN FOLD, 
TRANSMEMBRANE, 
GLYCOPROTEIN, T-CELL, 2 MHC j 
LIPOPROTEIN, POLYMORPHISM [ 


GLYCOPROTEIN CD4; 
IMMUNOGLOBULIN FOLD, 
TRANSMEMBRANE, 
GLYCOPROTEIN, T-CELL, 2 MHC 
LIPOPROTEIN, POLYMORPHISM 


CELL ADHESION ICAM-2; 
IMMUNOGLOBULIN FOLD, CELL 
ADHESION, GLYCOPROTEIN, 2 
TRANSMEMBRANE, REPEAT, 
SIGNAL 1 


IMMUNE SYSTEM P58 NATURAL 
KILLER CELL RECEPTOR; KIR, 
NATURAL KILLER RECEPTOR, 
INHIBITORY RECEPTOR, 2 
IMMUNOGLOBULIN 


IMMUNE SYSTEM P58 NATURAL 
KILLER CELL RECEPTOR; KIR, j 
NATURAL KILLER RECEPTOR, | 
INHIBITORY RECEPTOR, 2 
IMMUNOGLOBULIN 


IMMUNE SYSTEM P58 NATURAL | 


1 

o 
p< 
B 
a 
o 

U 


ADHESION MOLECULE-1; 
I VC A 4 CHAIN: A, B; IVCA 5 


T-CELL SURFACE 
GLYCOPROTEIN CD4; CHAIN: 
A,B; 


T-CELL SURFACE 
GLYCOPROTEIN CD4; CHAIN: 
A,B; 


T-CELL SURFACE 
GLYCOPROTEIN CD4; CHAIN: 
A, B; 


INTERCELLULAR ADHESION 
MOLECULE-2; CHAIN: NULL; 


MHC CLASS I NK CELL 
RECEPTOR PRECURSOR; 
CHAIN: A; 


MHC CLASS INK CELL 
RECEPTOR PRECURSOR; 
CHAIN: A; 


MHC CLASS I NK CELL | 
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D score 
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PUi 


KILLER CELL RECEPTOR; KIR, 
NATURAL KILLER RECEPTOR, 
INHIBITORY RECEPTOR, 2 
IMMUNOGLOBULIN 


IMMUNE SYSTEM PS 8 NATURAL 
KILLER CELL RECEPTOR; KIR, 
NATURAL KILLER RECEPTOR, 
INHIBITORY RECEPTOR, 2 
IMMUNOGLOBULIN 


IMMUNE SYSTEM P58 NATURAL 
KILLER CELL RECEPTOR; KIR, 
NATURAL KILLER RECEPTOR, 
INHIBITORY RECEPTOR, 2 
IMMUNOGLOBULIN 


IMMUNE SYSTEM P58 NATURAL 
KILLER CELL RECEPTOR; KIR, 
NATURAL KILLER RECEPTOR, 
INHIBITORY RECEPTOR, 2 
IMMUNOGLOBULIN 


IMMUNE SYSTEM CD32; RECEPTOR, 
FC S CD32, IMMUNE SYSTEM 


IMMUNE SYSTEM CD32; RECEPTOR, 
FC, CD32, IMMUNE SYSTEM 


IMMUNE SYSTEM CD32; RECEPTOR. 
FC, CD32, IMMUNE SYSTEM 


IMMUNE SYSTEM CD32; RECEPTOR, 
FC, CD32, IMMUNE SYSTEM 


IMMUNE SYSTEM CD32; RECEPTOR, 
FC, CD32, IMMUNE SYSTEM 


IMMUNE SYSTEM CD32; RECEPTOR, 
FC, CD32, IMMUNE SYSTEM 


IMMUNE SYSTEM CD32; RECEPTOR, 
FC, CD32, IMMUNE SYSTEM 


| IMMUNE SYSTEM CD32; RECEPTOR, | 


•o 

§ 

o 
a* 

a 

£J 
a 
U 


RECEPTOR PRECURSOR; 
CHAIN; A; 


MHC CLASS INK CELL 
RECEPTOR PRECURSOR; 
CHAIN: A; 


MHC CLASS I NK CELL 
RECEPTOR PRECURSOR; 
CHAIN: A; 


MHC CLASS INK CELL 
RECEPTOR PRECURSOR; 
CHAIN: A; 


FC GAMMA RUB; CHAIN: A; 


FC GAMMA RUB; CHAIN: A; 


FC GAMMA RIIB; CHAIN: A; 


FC GAMMA ROB; CHAIN: A; 


FC GAMMA RIIB; CHAIN: A; 


FC GAMMA RIIB; CHAIN; A; 


FC GAMMA RIIB; CHAIN: A; 


| FC GAMMA RIIB; CHAIN: A; 
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D score 
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PDB annotation 


ENZYME, UBIQUITIN-DIRECTED 2 | 
PROTEOLYSIS, CELL CYCLE 
CONTROL, LIGASE j 


UBIQUITIN CONJUGATION UBCI; 
UBIQUITIN CONJUGATION, LIGASE 


UBIQUITIN CONJUGATION UBCI; 
UBIQUITIN CONJUGATION, LIGASE 


UBIQUITIN CONJUGATION 
UBIQUITIN CONJUGATION, 
UBIQUITIN CARRIER PROTEIN, 
THIOESTER2 BOND, LIGASE 


UBIQUITIN CONJUGATION 
UBIQUITIN CONJUGATION, 
UBIQUITIN CARRIER PROTEIN, 
THIOESTER2 BOND, LIGASE 


' UBIQUITIN CONJUGATION UBC7; 
! UBIQUITIN CONJUGATION, LIGASE, 
YEAST 


UBIQUITIN CONJUGATION UBC7; 
-UBIQUITIN CONJUGATION, LIGASE, 
YEAST 




COMPLEX (INHIBITOR/NUCLEASE) 
COMPLEX (INHIBITOR/NUCLEASE), 
COMPLEX (RI-ANG), HYDROLASE 2 
MOLECULAR RECOGNITION, 
EPITOPE MAPPING, LEUCINE-RICH 
3 REPEATS 


COMPLEX (INHIBITOR/NUCLEASE) ; 
COMPLEX (INHIBITOR/NUCLEASE), i 
COMPLEX (RI-ANG), HYDROLASE 2 
MOLECULAR RECOGNITION, 
EPITOPE MAPPING, LEUCINE-RICH 
3 REPEATS 


§ 

o 

s 

O 
<J 




UBIQUITIN CONJUGATING 
ENZYME; CHAIN: NULL; 


UBIQUITIN CONJUGATING 
ENZYME; CHAIN: NULL; 


UBIQUITIN CONJUGATING 
ENZYME; CHAIN: NULL; 


UBIQUITIN CONJUGATING 
ENZYME; CHAIN: NULL; 


UBIQUITIN CONJUGATING 
ENZYME; CHAIN; NULL; 


UBIQUITIN CONJUGATING 
ENZYME; CHAIN: NULL; 




RIBONUCLEASE INHIBITOR; 
CHAIN: A, D; ANGIOGENIN; 
CHAIN: B, E; 


RIBONUCLEASE INHIBITOR; 
CHAIN: A, D; ANGIOGENIN; 
CHAIN; B, E; 

■ 


SEQFOL 
D score 
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COMPLEX (INHIBITOR/NUCLEASE) 
COMPLEX (INHIBITOR/NUCLEASE), 
COMPLEX (RI-ANG), HYDROLASE 2 
MOLECULAR RECOGNITION, 
EPITOPE MAPPING, LEUCINE-RICH 
3 REPEATS 


COMPLEX (INHIBITOR/NUCLEASE) 
COMPLEX (INHIBITOR/NUCLEASE). 
COMPLEX (RI-ANG), HYDROLASE 2 ; 
MOLECULAR RECOGNITION, 
EPITOPE MAPPING, LEUCINE-RICH 
3 REPEATS 


COMPLEX (INHIBITOR/NUCLEASE) 
COMPLEX (INHIBITOR/NUCLEASE), 
COMPLEX (RI-ANG), HYDROLASE 2 
MOLECULAR RECOGNITION, 
EPITOPE MAPPING, LEUCINE-RICH 
3 REPEATS 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNP ,RIBONUCLEOPROTEIN 


COMPLEX (NUCLEAR | 
PROTEIN/RNA) COMPLEX I 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNP JUBONUCLEOPROTEIN 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNP, RIBONUCLEOPROTE IN 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNP.RIBONUCLEOPROTEIN 


1 

© 

B 
» 
o 


RIBONUCLEASE INHIBITOR; 
CHAIN: A, D; ANGIOGENIN; 
CHAIN: B 3 E; 


RIBONUCLEASE INHIBITOR; 
CHAIN: A, D; ANGIOGENIN; 
CHAIN: B, E; 


RIBONUCLEASE INHIBITOR; 
CHAIN; A, D; ANGIOGENIN; 
CHAIN: B, E; 


U2 RNA HAIRPIN IV; CHAIN: Q, 
R; U2 A'; CHAIN: A, C; U2 B"; 
CHAIN: B, D; 


S & 

G ^ 

ii 

H ^ s 

a ci 9 


U2 RNA HAIRPIN IV; CHAIN: Q, 
R; U2 A r ; CHAIN: A, C; U2 B"; 
CHAIN: B, D; 


U2 RNA HAIRPIN IV; CHAIN: Q> 
R; U2 A'; CHAIN: A, C; U2 B"; 
CHAIN: B, D; 
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D score 
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PDB annotation 


BINDING PROTEIN, POLY-L- 2 
PROLINE BINDING PROTEIN, 
CONTRACTILE PROTEIN 


PROTEIN BINDING ACETYLATION, 
ACTIN-BINDING PROTEIN, 
MULTIGENE FAMILY 


PROTEIN BINDING ACETYLATION, 
ACTIN-BINDING PROTEIN, 
MULTIGENE FAMILY 








CONTRACTILE PROTEIN ACIDIC 
PROFILIN ISOFORM, ACTIN- 
BINDING PROTEIN, POLY-L- 2 j: 
PROLINE BINDING PROTEIN, 
CONTRACTILE PROTEIN 


CONTRACTILE PROTEIN ACIDIC 
PROFILIN ISOFORM, ACTIN- 
BINDING PROTEIN, POLY-L- 2 
PROLINE BINDING PROTEIN, 
CONTRACTILE PffOTFiM-r ^ ' 








MOTOR PROTEIN MOTOR PROTEIN, 1 
ATPASE, MICROTUBULE 
ASSOCIATED I 


MOTOR PROTEIN MOTOR PROTEIN, 
ATPASE, MICROTUBULE | 


Coumpound 




PROFILIN; CHAIN: NULL; 


PROFILIN; CHAIN: NULL; 


ACTIN BINDING PROTEIN 
PROFILIN IPNE 3 


ACTIN BINDING PROTEIN 
PROFILIN IPNE 3 




PROFILIN II; CHAIN: A, B, C, D; 

i 

i 


Q 
a 

CO 

< 

1 

o 

K 

c 

o 


ACTIN BINDING PROTEIN 
PROFILIN IPNE 3 


ACTIN BINDING PROTEIN 
PROFILIN IPNE 3 




KINESIN; CHAIN: NULL; 


KINESIN; CHAIN: NULL; 


SEQFOL 
D score 
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PBB annotation 


ASSOCIATED I 


CONTRACTILE PROTEIN NCD, 
CLARET SEGRBGATIONAL 
PROTEIN; NCD CRYSTAL 
STRUCTURE, MICROTUBULE 
MOTORS, KINESIN 2 SUPERFAMILY, 
CONTRACTILE PROTEIN 


MOTOR PROTEIN MOTOR PROTEIN, 
CYTOSKELETON 


MOTOR PROTEIN MOTOR PROTEIN, 1 
CYTOSKELETON | 


2 ^ F 
H w fi 

pi 

goo 
b X- 

Z U Q 

° s y 

u 2 S5 


CONTRACTILE PROTEIN j 
CONTRACTILE PROTEIN, KAR3, ! 
KINESIN-RELATED PROTEIN, 
MOTOR 2 PROTEIN, ATPASE, P- 
LOOP, MICROTUBULE BINDING 
PROTEIN 


MOTOR PROTEIN MOTOR PROTEIN ; 
CYTOSBCELETON 


MOTOR PROTEIN MOTOR PROTEIN, 
CYTOSKELETON 






AMINOTRANSFERASE 
AMINOTRANSFERASE, PYRIDOXAL 
ENZYME 


? 

a 
© 

B 

s 

u 




MICROTUBULE MOTOR 
PROTEIN NCD; CHAIN: A, B, C, 


KINESIN; CHAIN: A, B; 


m 

< 
u 


KINESIN MOTOR NCD; CHAIN: 
A; 


KINESIN-LIKE PROTEIN KAR3; 
CHAIN: NULL; 


KINESIN HEAVY CHAIN; 
CHAIN: A, B, C, D; j 


KINESIN HEAVY CHAIN; 
CHAIN: A, B s C, D; 




TRAN SFER A SE(AMINOTRANSF \ 
ERASE) ASPARTATE 
AMINOTRANSFERASE 
(E.C.2.6.1.1) COMPLEXED WITH | 
^ARS3PYRIDOXAL-5 , - 
PHOSPHATE 1 ARS 4 j 


ASPARTATE 

AMINOTRANSFERASE; CHAIN: 
A,B; 
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D score 
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COMPLEX (DNA-BINDING 
PROTEIN/DNA) GHF-I; COMPLEX 
(DNA-BINDING PROTEIN/DNA), 
PITUITARY, CPHD, 2 POU DOMAIN, 
TRANSCRIPTION FACTOR 


PROTEIN/DNA HOMEODOMAIN, 
DNA, COMPLEX, DNA-BINDING 
PROTEIN, PROTEIN/DNA 


PROTEIN/DNA HOMEODOMAIN, 
DNA, COMPLEX, DNA-BINDING ! 
PROTEIN, PROTEIN/DNA 


PROTEIN/DNA HOMEODOMAIN, 
DNA, COMPLEX, DNA-BINDING 
PROTEIN, PROTEIN/DNA i 


TRAN5CRZPTZON/DNA } 
ULTRABITHORAX; PBX PROTEIN; 
DNA BINDING, HOMEODOMAIN, 
HOMEOTIC PROTEINS, 
DEVELOPMENT, 2 SPECIFICITY 


TRANSCRIPTION/DNA 
ULTRABITHORAX; PBX PROTEIN; ! 
DNA BINDING, HOMEODOMAIN, 
HOMEOTIC PROTEINS, 


C3 
3 
O 

Q 


lAHD 4 16 STRUCTURES) lAHD 
5 


DNA-BINDING PROTEIN 
ANTENNAPEDIA PROTEIN 
(HOMEODOMAIN) MUTANT 
WITH CYS 39 lAHD 3 
REPLACED BY SER{C39S) 
COMPLEX WITH DNA {NMR, 
lAHD 4 16 STRUCTURES) IAHD 
5 


B 
< 

a. a 


HOMEOBOX PROTEIN HOX-B 1 ; 
CHAIN: A; PBXI; CHAIN: B; 
DNA CHAIN: D; DNA CHAIN: E; 


HOMEOBOX PROTEIN HOX-Bl; 
CHAIN: A; PBXI; CHAIN: B; 
DNA CHAIN: D; DNA CHAIN: E; 


HOMEOBOX PROTEIN HOX-Bl; 
CHAIN: A; PBXI; CHAIN: B; 
DNA CHAIN: D; DNA CHAIN: E; 


ULTRABITHORAX HOMEOTIC 
PROTEIN IV; CHAIN: A; 
HOMEOBOX PROTEIN 
EXTRADENTICLE; CHAIN: B; 
DNA (5 r - CHAIN: C; DNA (5 f - 
CHAIN: D; 


ULTRAB ITHGRAX HOMEOTIC 
PROTEIN IV; CHAIN: A; 
HOMEOBOX PROTEIN 
EXTRADENTICLE; CHAIN: B; 
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COMPLEX (DNA-BINDING 
PROTEIN/DNA) HD; 
HOMEODOMAIN, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 


COMPLEX (DNA-BINDING 
PROTEIN/DNA) HD; 
HOMEODOMAIN, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 




COMPLEX (ZINC FINGER/DNA) ;| 
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0 
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11 


DNA-BINDING FUSHI TARAZU 
PROTEIN (HOMEODOMAIN) 
(NMR, 20 STRUCTURES) IFTZ 3 


DNA-BINDING FUSHI TARAZU 
PROTEIN (HOMEODOMAIN) 
(NMR, 20 STRUCTURES) IFTZ 3 


DNA-BINDING PROTEIN 
ANTENNAPEDIA PROTEIN 
(HOMEODOMAIN) MUTANT 
WITH CYS 39 ISAN 3 
REPLACED BY SER AND 
RESIDUES 1-6 DELETED 
(C39S,DEL 1-6) ISAN 4 (NMR, 20 
STRUCTURES) ISAN 5 


DNA-BINDING PROTEIN 
ANTENNAPEDIA PROTEIN 
, (HOMEODOMAIN) MUTANT 
WITH CYS 39 ISAN 3 
REPLACED BY SER AND 
RESIDUES 1-6 DELETED 
(C39S J>EL 1-6) 1 SAN 4 (NMR, 20 
STRUCTURES) ISAN 5 


ANTENNAPEDIA PROTEIN; 
CHAIN: A, B; DNA; CHAIN: C, 
D,E,F; 
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PDB annotation 


COMPLEX (ZINC FINGER/DNA), 
ZINC FINGER, DNA-BINDING 
PROTEIN 


COMPLEX (ZINC FINGER/DNA) 
COMPLEX (ZINC FINGER/DNA), 
ZINC FINGER, DNA-BINDING 
PROTEIN 


COMPLEX (ZINC FINGERyDNA) 
COMPLEX (ZINC FINGERyDNA), 
ZINC FINGER, DNA-BINDING 
PROTEIN 1 


COMPLEX (ZINC FINGERyDNA) 
COMPLEX (ZINC FINGER/DNA), 
ZINC FINGER, DNA-BINDING ; 
PROTEIN ! 


COMPLEX (ZINC FINGER/DNA) 
COMPLEX (ZINC FINGER/DNA), 
ZINC FINGER, DNA-BINDING 
PROTEIN 


COMPLEX (ZINC FINGER/DNA) 
COMPLEX (ZINC FINGER/DNA), 
ZINC FINGER, DNA-BINDING 
PROTEIN 


COMPLEX (ZINC FINGER/DNA) 
COMPLEX (ZINC FINGER/DNA), 
ZINC FINGER, DNA-BINDING 
PROTEIN 


COMPLEX (ZINC FINGER/DNA) ZINC 
FINGER, PROTEIN-DNA 
INTERACTION, PROTEIN DESIGN, 2 
CRYSTAL STRUCTURE, COMPLEX 
(ZINC FINGER/DNA1 


COMPLEX (ZINC FINGER/DNA) ZINC 
FINGER, PROTEIN-DNA 
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CHAIN; A; DUPLEX 
OLIGONUCLEOTIDE BINDING 
SITE; CHAIN: B, C: 


QGSR ZINC FINGER PEPTIDE; 
CHAIN: A; DUPLEX 
OLIGONUCLEOTIDE BINDING 
SITE; CHAIN: B s C; 


QGSR ZINC FINGER PEPTIDE; 
CHAIN: A; DUPLEX 
OLIGONUCLEOTIDE BINDING 
SITE; CHAIN: B, C; 


QGSR ZINC FINGER PEPTIDE; 
CHAIN: A; DUPLEX 
OLIGONUCLEOTIDE BINDING 
SITE; CHAIN: B, C: 1 


QGSR ZINC FINGER PEPTIDE; 
CHAIN: A; DUPLEX 
OLIGONUCLEOTIDE BINDING 
SITE; CHAIN: B, C; 


QGSR ZINC FINGER PEPTIDE; 
CHAIN: A; DUPLEX 
OLIGONUCLEOTIDE BINDING 
SITE; CHAIN: B. Q 


QGSR ZINC FINGER PEPTIDE; 
CHAIN: A; DUPLEX 
OLIGONUCLEOTIDE BINDING 
SITE; CHAIN: B,C; 


DNA; CHAIN: A, B, D,E; 
CONSENSUS ZINC FINGER 
PROTEIN; CHAIN: C, F f G; 


DNA; CHAIN: A, B s D, E; 
CONSENSUS ZINC FINGER 
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REGULATION/DNA), RNA I 
POLYMERASE in, 2 
TRANSCRIPTION INITIATION, ZINC 
FINGER PROTEIN | 


u 

1 — 1 

il < 1 

00 ft ^ 5 « fi _ 

iliisii 

Co fa O <c & Q 
X h P5 h f5 S £ 

8 seas 31 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA), RNA 
POLYMERASE III, 2 
TRANSCRIPTION INITIATION, ZINC 
FINGER PROTEIN 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA), RNA 
POLYMERASE EH, 2 
TRANSCRIPTION INITIATION, ZINC 
FINGER PROTEIN 


COMPLEX {TRANSCRIPTION 
REGULATION/DNA) YING-YANG 1; 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YYl, ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 
, REGULATION/DNA) 


COMPLEX (TRANSCRIPTION | 


Coumpound 




TFIHA; CHAIN: A, D; 5S 
RIBOSOMAL RNA GENE; 
CHAIN: B,C,E,F; 


TFIHA; CHAIN: A, D; 5S 
RIBOSOMAL RNA GENE; 
CHAIN: B, C,E,F; 


^ fi 

qO 

< § (iT 


YYl ; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 


YYl; CHAIN: C: ADENO- I 


SEQFOL 
D score 
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REGULATION/DNA) YING-YANG 1; 
TRANSCRIPTION INITIATION. 
INITIATOR ELEMENT, YYI, ZINC 2 j 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING-YANG 1; 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YYI, ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING-YANG I; 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YYI, ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX | 
(TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATTON/DNA) YING-YANG I ; 
"mANSCRIPTIOM INITIATION, i 
INITIATOR ELEMENT, YYI, ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITIOH 3 COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING-YANG 1; 
TRANSCRIPTION INITIATION, 
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ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 


YYI ; CHAIN: C; ADENO- 1 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA] 
CHAIN: A, B; 


YY 1 ; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 


YYI; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 


YYI; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 


SEQFOL 
J> score 
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INITIATOR ELEMENT, YYI, ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING-YANG 1; 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YYI, ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING-YANG 1; 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YYI, ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULAHON/DNA) YING-YANG I ; 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YYI, ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
1 (TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) YING-YANG 1; 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YY 1 , ZINC 2 
FINGER PROTEIN, DNA-PROTEIN j 
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CHAIN: A, B; 
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YYI; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
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PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 


COMPLEX (DNA-BINDING 
PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 


COMPLEX (DNA-BINDING 
PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 


COMPLEX (DNA-BINDING 
PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 
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COMPLEX (DNA-BINDING 
PROTEIN/DNA) FIVE-FINGER GLI; 
GL], ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 


COMPLEX (DNA-BINDING 
PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 


COMPLEX (DNA-BINDING 
PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 


COMPLEX (DNA-BINDING 1 
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S ZINC FINGER PROTEIN GLIl; 
CHAIN: A; DNA; CHAIN: C, D; 


ZINC FINGER PROTEIN GLIl; 
CHAIN: A; DNA; CHAIN: C, D; 


ZINC FINGER PROTEIN GLIl; 
CHAIN: A; DNA; CHAIN: C, D; 


ZINC FINGER PROTEIN GLIl ; 
CHAIN: A; DNA; CHAIN: C, D; 


ZINC FINGER PROTEIN GLIl; 
CHAIN: A; DNA; CHAIN: C,D; 


ZINC FINGER PROTEIN GLIl; 
CHAIN: A; DNA; CHAIN: C, D; 


ZINC FINGER PROTEIN GLIl; 
CHAIN: A; DNA; CHAIN: C, D; 
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CHAIN: A; DNA; CHAIN: C, D; 
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PDB annotation 


GENE; NMR, TFIIIA, PROTEIN, DNA, \ 
TRANSCRIPTION FACTOR, 5S RNA 2 
GENE, DNA BINDING PROTEIN, 
ZINC FINGER, COMPLEX 3 
(TRANSCRIPTION i 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATTON/DNA) YING-YANG 1; 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YYl, ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 
REGULATION/DMA) 


ZINC FINGER DNA BINDING 
DOMAIN DNA BINDING MOTIF, 
ZINC FINGER DNA BINDING 
DOMAIN 




COMPLEX (DNA- BINDING 
PROTEIN/DNA) FIVE-FINGER GLI; 
GLI* ZINC FINGER, COMPLEX (DNA- 
BINDING PROTEIN/DNA) 


COMPLEX (DNA- BINDING 
PROTEIN/DNA) FIVE-FINGER GLI; 
GLI, ZINC FINGER, COMPLEX (DNA- ; 
BINDING PROTEIN/DNA) i 
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CHAIN: E, F; 


YYl; CHAIN: C; ADENO- 
ASSOOATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A, B; 


w 


COMPLEX(TRANSCRIPTION 

REGULATION/DMA) 
! TRAMTRACK PROTEIN (TWO 
i ZINC-FINGER PEPTIDE) 

COMPLEXED WITH 2DRP 3 

DNA2DRP4 


ZINC FINGER PROTEIN GLIl; 
CHAIN: A; DNA; CHAIN: C, D; 


ZINC FINGER PROTEIN GLI 1 ; 
CHAIN: A; DNA; CHAIN: C, D; 
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PDB annotation 


TRANSPORT AND PROTECTION 
PROTEIN, RNA BINDING PROTEIN 


RNA BINDING PROTEIN EFTU; 
TRANSPORT AND PROTECTION 
PROTEIN, RNA BINDING PROTEIN 


COMPLEX (TWO ELONGATION 
FACTORS) ELONGATION FACTOR 
FOR TRANSFER, HEAT UNSTABLE, 
ELONGATION FACTOR FOR 
TRANSFER, HEAT STABLE, 1 
ELONGATION FACTOR, COMPLEX 
(TWO ELONGATION FACTORS) 


COMPLEX (TWO ELONGATION 
FACTORS) ELONGATION FACTOR 
FOR TRANSFER, HEAT UNSTABLE, 1 
ELONGATION FACTOR FOR 
TRANSFER, HEAT STABLE, 
ELONGATION FACTOR, COMPLEX 
(TWO ELONGATION FACTORS) 


HYDROLASE ERA, GTPASE, RNA- 
BINDING, RAS-LIKE, HYDROLASE 


D 


TRANSLATION EF-TU; GTPASE, 
MOLECULAR SWITCH, TRNA, 
RIBOSOME, Q-BETA REPLICASE. 2 
CHAPERONE, DISULFIDE 
ISOMERASE 


TRANSLATION PROTEIN-PROTEIN 
COMPLEX ! 


Coumpoimd 


CHAIN: A, B; | 


ELONGATION FACTOR; 
CHAIN: A, B; 


ELONGATION FACTOR TU; 
CHAIN: A, C; ELONGATION 
FACTOR TS; CHAIN: B, D; 


ELONGATION FACTOR TU; 
CHAIN: A, C; ELONGATION 
FACTOR TS; CHAIN: B, D; 


GTP-BINDING PROTEIN ERA; 
CHAIN: A, B; 


TRANSPORT AND 
PROTECTION PROTEIN 
ELONGATION FACTOR TU 
(DOMAIN I) - *GUANOSINE 
DIPHOSPHATE lETU 4 
COMPLEX lETU 5 


ELONGATION FACTOR TU (EF- 
TU); CHAIN: A; 


ELONGATION FACTOR EEF1A; 
CHAIN: A; ELONGATION 
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HOMOLOGY, ACTIN BINDING, 
STRUCTURAL PROTEIN 


STRUCTURAL PROTEIN CALPONIN 
HOMOLOGY, ACTIN BINDING, 
STRUCTURAL PROTEIN 


ACTIN-BINDING CALPONIN 
HOMOLOGY (CH) DOMAIN; 
FILAMENTOUS ACTIN-BINDING 
DOMAIN. CYTOSKELETON 


ACTIN-BINDING CALPONIN 
HOMOLOGY (CEQ DOMAIN; 
FILAMENTOUS ACTIN-BINDING 
DOMAIN, CYTOSKELETON 


STRUCTURAL PROTEIN 
DYSTROPHIN, MUSCULAR 
DYSTROPHY, CALPONIN 
HOMOLOGY DOMAIN, 2 ACTIN- 
BINDING, UTROPHIN 


STRUCTURAL PROTEIN CALPONIN 
HOMOLOGY DOMAIN, DOMAIN 
SWAPPING, ACTIN BINDING, 2 
UTROPHIN, DYSTROPHIN, 
STRUCTURAL PROTEIN 




LIGASE E6AP; UBCH7; BILOBAL j 
STRUCTURE, ELONGATED SHAPE, 
E3 UBIQUITIN LIGASE, E2 2 
UBIQUITIN CONJUGATING ENZYME 


LIGASE E6AP; UBCH7; BILOBAL 
STRUCTURE, ELONGATED SHAPE, 
E3 UBIQUITIN LIGASE, E2 2 
UBIQUITIN CONJUGATING ENZYME 
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UTROPHIN; CHAIN: A, B; 


SPECTRIN BETA CHAIN; 
CHAIN: A; 


SPECTRIN BETA CHAIN; 
CHAIN: A; 


DYSTROPHIN; CHAIN: A, B, C, 


UTROPHIN ACTIN BINDING 
REGION; CHAIN: A, B; 




UBIQUITIN-PROTEIN LIGASE 1 
E3 A; CHAIN: A, B, C; 
UBIQUITIN CONJUGATING | 
ENZYME E2; CHAIN: D; 
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PDB annotation 


DOMAIN, HUMAN FIBRILLIN-! 
FRAGMENT, MATRIX PROTEIN 


MATRIX PROTEIN 
EXTRACELLULAR MATRIX, 
CALCIUM-BINDING, I 
GLYCOPROTEIN, 2 REPEAT, ! 
SIGNAL, MULTIGENE FAMILY, 
DISEASE MUTATION, 3 EGF-LIKE \ 
DOMAIN, HUMAN FIBRILLIN- 1 
FRAGMENT, MATRIX PROTEIN 


MATRIX PROTEIN 
EXTRACELLULAR MATRIX, 
CALCIUM-BINDING, 
GLYCOPROTEIN, 2 REPEAT, 
SIGNAL, MULTIGENE FAMILY, 
DISEASE MUTATION, 3 EGF-LIKE 
DOMAIN, HUMAN FIBRILLIN- 1 
FRAGMENT, MATRIX PROTEIN 


MATRIX PROTEIN 
EXTRACELLULAR MATRIX. 
CALCIUM-BINDING, 
GLYCOPROTEIN, 2 REPEAT, 1 
SIGNAL, MULTIGENE FAMILY, 
DISEASE MUTATION, 3 EGF-LDCE 
DOMAIN, HUMAN FIBRILLIN-1 
FRAGMENT, MATRIX PROTEIN 


SIGNALLING PROTEIN BINDING 
PROTEIN, CYTOKINE, SIGNALLING 
PROTEIN 


BLOOD CLOTTING 
COMPLEX(SERINE 
PROTEASE/COFACTOR/LIGAND), 
BLOOD COAGULATION, 2 SERINE 
PROTEASE, COMPLEX, CO-FACTOR, 


Coumpound 




FIBRILLIN; CHAIN: NULL; j 


FIBRILLIN; CHAIN: NULL; 


FIBRILLIN; CHAIN: NULL; 


TUMOR NECROSIS FACTOR 
RECEPTOR; CHAIN: A, B; 


BLOOD COAGULATION 
FACTOR VIIA; CHAIN: L; 
BLOOD COAGULATION 
FACTOR VIIA; CHAIN: H; 
SOLUBLE TISSUE FACTOR; 
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PDB annotation 


INHIBITOR, HEMOPHILIA/EGF, 
BLOOD COAGULATION, 2 PLASMA, 
SERINE PROTEASE, CALCIUM- 
BINDING, HYDROLASE* 3 
GLYCOPROTEIN 


SERINE PROTEASE FVIIA; FVIIA; 
BLOOD COAGULATION, SERINE 
PROTEASE 


SERINE PROTEASE FVIIA; F VHA; 
BLOOD COAGULATION, SERINE 
PROTEASE 


SERINE PROTEASE FVIIA; FVIIA; 
; BLOOD COAGULATION, SERINE 1 
PROTEASE 


SERINE PROTEASE FVIIA; FVHA; 
I BLOOD COAGULATION, SERINE 
PROTEASE 


PLASMINOGEN ACTIVATION 


BLOOD COAGULATION FACTOR ! 
STUART FACTOR; BLOOD ' 
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o 
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COAGULATION FACTOR VIIA 
(LIGHT CHAIN); CHAIN: L; 
COAGULATION FACTOR VIIA 
(HEAVY CHAIN); CHAIN: H; 
TRIPEPTIDYL INHIBITOR; 
CHAIN: C; 


COAGULATION FACTOR VIIA 
(LIGHT CHAIN); CHAIN: L; 
COAGULATION FACTOR VHA 
(HEAVY CHAIN); CHAIN; H; 
TRIPEPTIDYL INHIBITOR; 
CHAIN: C; 


| COAGULATION FACTOR VIIA 
(LIGHT CHAIN); CHAIN: L; 
COAGULATION FACTOR VIIA 

; (HEAVY CHAIN); CHAIN: H; 

! TRIPEPTIDYL INHIBITOR; 

[CHAIN: C; . 


COAGULATION FACTOR VIIA 
(LIGHT CHAIN); CHAIN: L; 
COAGULATION FACTOR VOA 
(HEAVY CHAIN); CHAIN: H; 
TRIPEPTIDYL INHIBITOR; 
CHAIN: C; 


T-PLASMINOGEN ACTIVATOR 
Fl-G: ITPG 7 CHAIN: NULL; 
ITPG 8 


BLOOD COAGULATION 
FACTOR XA; CHAIN: L 3 C; 
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PDB annotation 


COAGULATION FACTOR, SERINE 
PROTEINASE, EPIDERMAL 2 
GROWTH FACTOR LIKE DOMAIN 


BLOOD COAGULATION FACTOR 
STUART FACTOR; BLOOD 
COAGULATION FACTOR, SERINE 
PROTEINASE, EPIDERMAL 2 
GROWTH FACTOR LIKE DOMAIN 


BLOOD COAGULATION FACTOR 
STUART FACTOR; BLOOD 
COAGULATION FACTOR, SERINE 
PROTEINASE, EPmjggM^t 2 « - 
GROWTH FACTOR LIKEDOMAIN 


BLOOD COAGULATION FACTOR 
STUART FACTOR; BLOOD 
COAGULATION FACTOR, SERINE 
PROTEINASE, EPIDERMAL 2 
GROWTH FACTOR LIKE DOMAIN 












CHAPERONE HSP40; CHAPERONE, 
HEAT SHOCK, PROTEIN FOLDING, 
DNAK 
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BLOOD COAGULATION 
FACTOR XA; CHAIN: L, C; 


BLOOD COAGULATION 
FACTOR XA; CHAIN: L, C; 


BLOOD COAGULATION 
FACTOR XA; CHAIN: L, C; 
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(ISOLECTIN 2) 9WGA 3 
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CHAPERONE HSP40; CHAPERONE, 
i HEAT SHOCK, PROTEIN FOLDING, 
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MOLECULAR CHAPERONE HDJ- 1 ; 
MOLECULAR CHAPERONE 


MOLECULAR CHAPERONE HDJ- 1 ; 
MOLECULAR CHAPERONE 
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GENE REGULATION/DNA LEF-1 
HMG; LEF1 > HMG, TCR-A, 
TRANSCRIPTION FACTOR, DNA 
BINDING, DNA 2 BENDING, 
COMPLEX (HMG DOMAIN/DNA), 
GENE REGULATION/DNA 
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DNAJ; CHAIN: NULL; 


HUMAN HSP40; CHAIN: NULL; 


HUMAN HSP40; CHAIN: NULL; 


HUMAN HSP40; CHAIN: NULL; 




DNA-BINDING HIGH 
MOBILITY GROUP PROTEIN 
FRAGMENT-B (HMGB) (DNA- 
BINDING IHME 3 HMG-BOX 
DOMAIN B OF RAT HMGl) 
(NMR, 1 STRUCTURE) IHME 4 


HUMAN SRY; 1 HRY 6 CHAIN: 
A; IHRY 7 DNA; IHRY 9 
CHAIN: B; IHRY 10 


DNA-BINDING HIGH 
MOBILITY GROUP PROTEIN 1 
(HMGl) BOX 2, COMPLEXED 
WITH IHSM 3 

MERCAPTOETHANOL (NMR* 
MINIMIZED AVERAGE 
STRUCTURE) IHSM 4 


LYMPHOID ENHANCER- 
BINDING FACTOR; CHAIN: A; 
DNA (5 1 - CHAIN: B; DNA (5*- 
CHAIN: C; 


LYMPHOID ENHANCER- 
BINDING FACTOR; CHAIN: A; 
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PDB annotation 


ISOMERASE PIN1; PEPHDYL- 
PROLINE ISOMERASE, WW 
DOMAIN, PHOSPHOSERINE 
BINDING 




SH3 DOMAIN WW DOMAIN, FBP28, 
SIGNAL TRANSDUCTION 


SH3 DOMAIN WW DOMAIN, FBP28, 
SIGNAL TRANSDUCTION 


SH3 PROTOTYPE WWPROTOTYPE, j 
PROTEIN DESIGN 


SH3 PROTOTYPE WWPROTOTYPE, 1 
PROTEIN DESIGN I 


ISOMERASE PIN1; PEPTIDYL- 
PROLINE ISOMERASE, WW 
DOMAIN, PHOSPHOSERINE 
BINDING 




TRANSFERASE TRANSFERASE, 
METABOLIC ROLE, PYRIDOXAL 5'- 
PHOSPHATE 


AMINOTRANSFERASE PSAT; ] 
AMINOTRANSFERASE, L-SERINE j 
| BIOSYNTHESIS 
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w a V 2 
< 5 J w 
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PQ 


TRANSFERASE SHMT; 
HYDROXYMETHYL TRANSFERASE, 


1 
& 

5 


PEPTTDYL-PROLYL CIS-TRANS 
ISOMERASE NIMA- CHAIN: B; 
Y(SEP)PT(SEP)S PEPTIDE; 
CHAIN: C; 




FORMCN BINDING PROTEIN; 
CHAIN: A; 


FORMIN BINDING PROTEIN; 
CHAIN: A; 


WWPROTOTYPE; CHAIN: A; 


WWPROTOTYPE; CHAIN : A; 


PEPTIDYL-PROLYL CIS -TRANS 
ISOMERASE NIMA- CHAIN: B; \ 
Y(SEP}PT{SEP)S PEPTIDE; 
CHAIN: C; 




SERINE 

HYDROXYMETHYLTRANSFER 
ASE; CHAIN: A; 


PHOSPHOSERINE 
AMINOTRANSFERASE; CHAIN: 
A, B; 


PHOSPHOSERINE 
AMINOTRANSFERASE; CHAIN: 
A, B; 


PHOSPHOSERINE 
AMINOTRANSFERASE; CHAIN: 
A; 


\ CSDB PROTEIN; CHAIN: A; | 


j SERINE 
HYDROXYMETHYLTRANSFER 
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] 1 CARBON METABOLISM I 


TRANSFERASE SHMT, SERINE 
METHYLASE; ALPHA PLP 
ASPARTATE, AMINO 
TRANSFERASE, (AATVLIKE FOLD 


TRANSFERASE SHMT; SERINE- 
GLYCINE CONVERSION, 
FYRIDOXAL S'-PHOSPHATE, 2 
TETRAHYDROFOLATE, 
ASYMMETRIC DIMER 




TRANSFERASE TRANSFERASE, | 
METABOLIC ROLE, PYRIDOXAL 5 1 - 
PHOSPHATE 


> 1 

^ S 

m w « 

^7 CO 

< < 3 


AMINOTRANSFERASE PSAT; 
AMINOTRANSFERASE , L-SERINE 
BIOSYNTHESIS 


TRANSFERASE PSAT; 
AMINOTRANSFERASE, 
PYRHX)XAL-5 r -PHOSPHATE s 
PHOSPHOSERINE, 2 ALKALIPHILIC 


LYASE ALPHA/BETA FOLD 


TRANSFERASE SHMT; 
! HYDROXYMETHYL TRANSFERASE, 
! 1 CARBON METABOLISM 


TRANSFERASE SHMT, SERINE 
METHYLASE; ALPHA PLP 
ASPARTATE, AMINO 
TRANSFERASE, (AATVLIKE FOLD 


TRANSFERASE SHMT; SERINE- 
GLYCINE CONVERSION, 


'a 

i 

© 
U 


i ASE; CHAIN: A, B; 


SERINE 

HYDROXYMETHYLTRANSFER 
ASE; CHAIN: A, B, C, D; 


SERINE 

HYDROXYMETHYLTRANSFER 
ASE; CHAIN: A, B, C, D; 




SERINE 

HYDROXYMETHYLTRANSFER 
ASE; CHAIN: A; 


PHOSPHOSERINE 
AMINOTRANSFERASE; CHAIN: 


PHOSPHOSERINE 
AMINOTRANSFERASE; CHAIN: 
A, B; 


PHOSPHOSERINE 
AMINOTRANSFERASE; CHAIN: 
A; 


CSDB PROTEIN; CHAIN: A; I 


SERINE 

HYDROXYMETHYLTRANSFER 
ASE; CHAIN: A, B; 


SERINE 1 
HYDROXYMETHYLTRANSFER \ 
ASE; CHAIN: A, B, C,D; 


SERINS 

HYDROXYMETHYLTRANSFER 
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111 
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u £ £ b a 


CHAPEROHE ARCHAE AL PROTEIN 




CONTRACTILE PROTEIN TRIPLE- 
HELIX COILED COIL, 
CONTRACTILE PROTEIN 






LIGASE CBL, UBCH7, ZAP-70, E2, 
UBIQUITIN, E3, 

PHOSPHORYLATION, 2 TYROSINE 
KINASE, UBIQUITINATION, 
PROTEIN DEGRADATION, 




TRANSFERASE RECEPTOR 
TYROSINE KINASE, PROTEIN 
INTERACTION MODULE, 2 
DIMERIZATION DOMAIN, 
TRANSFERASE i 


Coumpound 
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STAT3B; CHAIN: A,- 18-MER 
DESOXYOLIGONUCLEOTIDE; 
CHAIN: B; 


<f 6" 




HUMAN SKELETAL MUSCLE 
ALPHA-ACTININ 2; CHAIN: A; 




VIRUS EQUINE HERPES VIRUS- 
1 (C3HC4, OR RING DOMAIN) 
ICHC 3 (NMR, I STRUCTURE) 
ICHC 4 


SIGNAL TRANSDUCTION 
PROTEIN CBL; CHAIN: A; ZAP- 
70 PEPTIDE; CHAIN: B; 
UBIQUITIN-CONJUGATING 
ENZYME E12-I8 KDA UBCH7; 
CHAIN: C; 




EPHA4 RECEPTOR TYROSINE 
KINASE; CHAIN: A; 


i li I 


PREFOLDIN; 
PREFOLDIN; 
PREFOLDIN; 
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PROTEIN | 


COMPLEX (ZINC FINGER/DNA) ZINC ! 
FINGER, PROTEIN-DNA 
INTERACTION, PROTEIN DESIGN, 2 
CRYSTAL STRUCTURE, COMPLEX 
(ZINC FINGER/DNA) 


COMPLEX (ZINC FINGER/DNA) ZINC j 
FINGER, PROTEIN-DNA 
INTERACTION, PROTEIN DESIGN, 2 
CRYSTAL STRUCTURE, COMPLEX 
(ZINC FINGER/DNA) 


COMPLEX (ZINC FINGER/DNA) ZINC j 
FINGER, PROTEIN-DNA ! 
INTERACTION, PROTEIN DESIGN, 2 ; 
CRYSTAL STRUCTURE, COMPLEX j 
(ZINC FINGER/DNA) I 


COMPLEX (ZINC FINGER/DNA) ZINC j 
FINGER, PROTEIN-DNA f 
INTERACTION, PROTEIN DESIGN, 2 , 
CRYSTAL STRUCTURE, COMPLEX 
(ZINC FINGER/DNA) j 


COMPLEX (ZINC FINGER/DNA) ZINC 
FINGER, PROTEIN-DNA 
INTERACTION, PROTEIN DESIGN, 2 
CRYSTAL STRUCTURE, COMPLEX 
(ZINC FINGER/DNA) \ 


COMPLEX (ZINC FINGER/DNA) ZINC j 
FINGER, PROTEIN-DNA 
INTERACTION, PROTEIN DESIGN, 2 | 
CRYSTAL STRUCTURE, COMPLEX 1 
(ZINC FINGER/DNA) ! 


COMPLEX (ZmoyBMBMBN^'ZlNC 

FINGER, PROTEIN-DNA 
INTERACTION, PROTEIN DESIGN, 2 


I 
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<S 


DNA; CHAIN; A 5 B, D, E; 
CONSENSUS ZINC FINGER 
PROTEIN; CHAIN: C, F, G; 


DNA; CHAIN: A, B, D, E; 
CONSENSUS ZINC FINGER 
PROTEIN; CHAIN: C, F, G; 


DNA; CHAIN: A, B, D, E; 
CONSENSUS ZINC FINGER 
PROTEIN; CHAIN: C, F, G; 


DNA; CHAIN:A,B,D,E; 
CONSENSUS ZINC FINGER 
PROTEIN; CHAIN: C, F, G; 


DNA; CHAIN: A, B, D, E; 
CONSENSUS ZINC FINGER 
PROTEIN; CHAIN: C, F, G; 


DNA; CHAIN: A, B,D,E; 
CONSENSUS ZINC FINGER 
PROTEIN; CHAIN: C, F, G; 


DNA; CHAIN: A 9 B,D J E; 
CONSENSUS ZINC FINGER 
PROTEIN; CHAIN: C, F, G; 
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PDB annotation 


CRYSTAL STRUCTURE, COMPLEX 1 
(ZINC FINGER/DNA) I 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) TFIIIA; 5S 
GENE; NMR, TFIIIA, PROTEIN, DNA, 
TRANSCRIPTION FACTOR, 5S RNA 2 
GENE, DNA BINDING PROTEIN, 
ZINC FINGER, COMPLEX 3 
(TRANSCRIPTION 
REGULATION/DNA) 


COMPLEX (TRANSCRIPTION 
REGULATION/DNA) TFIIIA; 5S 
GENE; NMR, TFIIIA, PROTEIN, DNA, 
TRANSCRIPTION FACTOR, 5S RNA 2 
GENE, DNA BINDING PROTEIN, 
ZINC FINGER, COMPLEX 3 
(TRANSCRIPTION 
REGULATION/DNA) 


9 y ^ 

*l 111 

u^z 3bp o ^ 

illillii 

8 S h « § S 


COMPLEX (TRANSCRIPTION 1 
REGULATION/DNA) YING-YANG 1 ; | 
TRANSCRIPTION INITIATION, 
INITIATOR ELEMENT, YYl, ZINC 2 
FINGER PROTEIN, DNA-PROTEIN 
RECOGNITION, 3 COMPLEX 
(TRANSCRIPTION 
REGULATION/DNA) 
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i 

a 




TRANSCRIPTION FACTOR HIA; 
CHAIN: A; 5S RNA GENE; 
CHAIN: E s F; 


TRANSCRIPTION FACTOR HIA; 
CHAIN: A; 5S RNA GENE; 
CHAIN: E, F; 


YYl; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
INITIATOR ELEMENT DNA; 
CHAIN: A s B; 


YYl; CHAIN: C; ADENO- 
ASSOCIATED VIRUS P5 
; INITIATOR ELEMENT DNA; 
CHAIN: A, B; 
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PEPTIDE RECOGNITION PEPTIDE 
RECOGNITION, PROTEIN 
LOCALIZATION 


CYTOKINE LCF; CYTOKINE, 
LYMPHOCYTE 

CHEMOATTRACTANT FACTOR, PDZ 
DOMAIN 


CYTOKINE LCF; CYTOKINE, 
LYMPHOCYTE 

CHEMOATTRACTANT FACTOR, PDZ i 
DOMAIN 


KINASE HCASK, GLGF REPEAT, 
DHR; PDZ DOMAIN, NEUREXIN, 
SYNDECAN, RECEPTOR 
i CLUSTERING, KINASE 
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o 
o 


MEMBRANE 

PROTEIN/OXIDOREDUCTASE BETA- 
FINGER, HETERODIMER 


PEPTIDE RECOGNITION PSD-95; PDZ 
DOMAIN, NEURONAL NITRIC 
OXIDE SYNTHASE , NMDA 
RECEPTOR 2 BINDING 


PEPTIDE RECOGNITION PSD-95; PDZ 
DOMAIN, NEURONAL NITRIC 
OXIDE SYNTHASE, NMDA 
RECEPTOR 2 BINDING 


HYDROLASE PDZ DOMAIN, HUMAN 
PHOSPHATASE, HPTPIE, PTP-BAS, 
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PSD-95; CHAIN: A; CREPT; 
CHAIN: B; 


INTERLEUKIN 16; CHAIN: 
NULL; 


INTERLEUKIN 16; CHAIN: 
NULL; 


HCASK/LIN-2 PROTEIN; 
CHAIN: A, B; 


NEURONAL NITRIC OXIDE 
SYNTHASE (RESIDUES 1-130); 
CHAIN: A; 


ALPHA-1 SYNTROPHIN 
(RESIDUES 77-171); CHAIN: A; 
NEURONAL NITRIC OXIDE 
SYNTHASE (RESIDUES M30); 
CHAIN: B; 


POSTSYNAPTIC DENSITY 
PROTEIN 95; CHAIN: A; 


POSTSYNAPTIC DENSITY 
PROTEIN 95; CHAIN: A; 


TYROSINE PHOSPHATASE 
(PTP-BAS, TYPE 1); CHAIN: A; 
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I SPECIFICITY 2 OF BINDING [ 


HYDROLASE PDZ DOMAIN, HUMAN 
PHOSPHATASE, HPTPIE, PTP-BAS, 
SPECIFICITY 2 OF BINDING 




LIPID TRANSPORT APO A-I; 
LIPOPROTEIN, LIPID TRANSPORT, 
CHOLESTEROL METABOLISM, 2 
ATHEROSCLEROSIS, HDL, LCAT- 
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BINDING PROTEIN i, PABP 1; RRM, 
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BINDING PROTEIN L PABP 1; RRM, ! 
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REGULATION/RNA 


g 

1 

i 


Coumpound 

I" 


5* 

%S 

ST 3d 


Q Si S 
g « < 3 

O S ^ Sh ^ 

pl, p< pa S' < cT 


Do » f 
pu Ph W < O 


i 

SB©"*,*** 

9 

Ok - 

a. p* tq « < O 


gu . 

§^ hx. 

~ « # * w 

|s 

O ■ uT 5 * pu 

O . t-r a, „ 

Oh w <: o 


tf hi 

g ca < 3 

£ ^ 2 ? * oo 

o gu" J * ftT 
2 a! fa^ O" 


POLYDENYLATE BINDING | 


SEQFOL 
D score 

i 






*n 

SO 

ft 




OO 

VO ' 

c4 
*o 






PMF 
score 




o 
a 




LOO 




1.00 


LOO | 


Verify 
score 




0.89 




d 




o 


■ 0.36 : 


Psi Blast 




1.7e-34 


le-30 


le-30 


ci 
u 


cs 

1 


le-33 | 






CI 
CS 


OO 
CS 


8 

CS 


CS 
tS 


zoz 


vo 

CS 


STAR 
T AA 






o 




o 




p 


5" 




< 


pq 


m 














•f 


o 


J 


Icvj 




Sag 

to Z 




1629 


1629 


1629 


1629 


1629 

i 


I 1629 j 



735 



WO 02/070539 



PCT/US02/05095 



o 



p 



il 

5 ^ 




is 



O Q 



CO a* 



O CQ 04 



^3 




OfflE 




3 O 

His 

g go a 




^ & « b: 

§S§^ 

erf g H 1 



!3 



a 

I 



o 
U 



S § 



M-t on 



E s 



2 



P ^ 



|9 



a 





« < O 



o u:? * p; 



H fl O 

Eq 53 K 



S3 




^ « £ < I 




4 



OS 



736 



WO 02/070539 



PCT/US02/05095 



PDB annotation 


RIBONUCLEOPROTEIN j 


NUCLEAR PROTEIN 
HETEROGENEOUS NUCLEAR ! 
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RRM, RNP, RNA BINDING, 2 1 
RIBONUCLEOPROTEIN \ 


RNA BINDING PROTEIN RNA- \ 
BINDING DOMAIN j 


RNA BINDING PROTEIN 1 RNA- j 
BINDING DOMAIN 


•Is • 
Ills 

5|W a S? 

§ Is pi 

c« a* w c2 
ooSoP 




RIBONUCLEOPROTEIN PTB, PTB- ! 
CI 98, HETEROGENEOUS NUCLEAR 
POLYPYRJMIDINE TRACT BINDING 
PROTEIN, RNP, RNA, SPICING, 2 
TRANSLATION 






g 

o 

a 

o 
U 




HNRNP Al; CHAIN: NULL; I 


HETEROGENEOUS NUCLEAR 
RIBONUCLEOPROTEIN DO; . 
CHAIN: A; 


HETEROGENEOUS NUCLEAR 
RIBONUCLEOPROTEIN DO; 
CHAIN: A; 


OMPK36; CHAIN: A, B, C; 


OUTER MEMBRANE PROTEIN 
PHOSPHOPORMfPHOE) IPHO 3 


POLYP YRIMIDINE TRACT- 
BINDING PROTEIN; CHAIN: A; 


RNA-BINDING PROTEIN SEX- 
LETHAL PROTEIN (C- 
TERMINUS, OR SECOND RNA- 
BINDING DOMAIN 1 SXL 3 
(RBD-2), RESIDUES 199 - 294 
PLUS N-TERMINAL MET) ISXL 
4 (NMR, 17 STRUCTURES) ISXL 
5 


RNA-BINDING PROTEIN SEX- | 


SEQFOL 
D score 




m 
no 

t< 

no 
















PMF 
score 






s 


8 

i— * 


-0.19 


On 

o 
i 


o 




o 


Verify 
score 






NO 


1.29 




1.08 1 


o 


3 

O 


0.71 i 


Psi Blast 




i 


R 
i 

CO 




T> 

in 


& 

in 


a> 
vo 


& 

NO 


VO 
1— t 

<b 






o 
m 


5 




on 
to 


^. 

CM 
CO 




O 


o 
m 


STAR 
TAA 










R 






s 




CHAT 
NID 






< 


< 


* 

< 




< 






Is 




lhal 


Ihdl 


ihdl 


CO 

o 


Ipho 


ON 


isxi ; 


"S 

GO 


fag 




1629 


1629 


1629 


1629 


1629 


1629 j 


§ 


1 1629 1 



737 



WO 02/070539 



PCT/US02/05095 



\ 















d 

3 




o 
a 




e 




s 
e 




U 


LETHAL PR 
TERMINUS, 
BINDING D( 




O j. 

[4, o 

w a 



E a 



Is 



33 

GO H 



39 

5* 



go 



Sfas 

«j M 




« o § «f 

^ S 5 3 § 
0303 

S 9 t2 5 3 



s 



3 



ex 





3 



OS 
CM 
CM 



CM 



CJ\ 
CM 



73K 



WO 02/070S39 



PCT/US02/05095 



PDB annotation | 


DETERMINATION, X CHROMOSOME 
DOSAGE COMPENSATION 


RNA BINDING DOMAIN RNA 
BINDING DOMAIN, RBD, RNA 
RECOGNITION MOTIF, RRM, 2 
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TRANSLATIONAL INHIBITOR, SEX 3 
DETERMINATION, X CHROMOSOME 
DOSAGE COMPENSATION 
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STRUCTURE/HEP ARIN-BINDING 
SITE/ 2 HIRUDIN/THROMBIN 
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COMPLEX (NUCLEAR ■ 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA. 
SNRNPJUBONUCLEOPROTEIN 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNPJUBONUCLEOPROTEIN 
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KARYOPHERIN ALPHA; NUCLEAR 
IMPORT RECEPTOR, NUCLEAR 
LOCALIZATION SIGNAL, 2 
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KINASE 2; CHAIN: NULL; 


PROTEIN PHOSPHATASE PP2 A; 
CHAIN A,B; 


PROTEIN PHOSPHATASE PP2A; 
CHAIN: A, B; | 


! PHOSPHOTRANSFERASE 
1 CAMP-DEPENDENT PROTEIN 
KINASE CATALYTIC SUBUNIT 
1 1CMK3{E.C.2.7.L37) ICMK 4 


TRANS FERASE(PHOSPHGTRA 
NSFERASE) CAMP- 
DEPENDENT PROTEIN KINASE 
(E.C.2 .7,1.37) (CAPK) ICTP 3 
(CATALYTIC SUBUNIT) ICTP 4 


SERINE/THREONINE-PROTEIN 
KINASE PAK-ALPHA; CHAIN: 
A, B; SERINE/THREONINE- 
PROTEIN KINASE PAK-ALPHA; ' 
CHAIN: C,D; 


HUMAN CYCLIN-DEPENDENT 

KINASE 2; CHAIN: NULL; •• 


LMPORTJN ALPHA; CHAIN: A; 
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PDB annotation 


CYCLIN 


TRANSCRIPTION/DNA 
TRANSCRIPTION INITIATION 
FACTOR IIB, TFIIBC; TATA-BOX 
FACTOR. TATA SEQUENCE- 
BINDING PROTEIN, PROTEIN-DNA 
COMPLEX, CYCLIN-LIKE FOLD, 
HELIX-TURN-HELIX, 2 TATA-BOX, 
TRANSCRIPTION/DNA 


rn cm (jlJ 

asSfc si 
i -IE n ^ 

a fi o w 
2 ogling 

ei j « a & j j 

oS53§oSeo 
u2q£ow£u 


BINDING PROTEIN CYCLIN, CELL 
CYCLE, KINASE-REGULATORY- 
SUBUNIT, 2 BINDING PROTEIN 




TRANSCRIPTION INHIBITOR BETA- I 
PROPELLER j 


COMPLEX (GTP- 

BINDING/TRANSDUCER) BETA1, 
TRANSDUCIN BETA SUBUNIT; 
GAMMAI, TRANSDUCIN GAMMA 
SUBUNIT; COMPLEX (GTP- 
B INDING/TRANSDUCER) , G 
PROTEIN, HETEROTRIMER2 1 
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GENERAL TRANSCRIPTION | 
FACTOR IIB; CHAIN: A, E, I, M, | 
Q; TATA BOX BINDING j 
PROTEIN; CHAIN: B, F, J, N, R; \ 
ADMLP TATA-BOX DNA 
CONTAINING IIB 
RECOGNITION CHAIN; C, G, K, 
0, S; ADMLP TATA-BOX DNA 
CONTAINING IIB 
RECOGNITION CHAIN: D 3 H, L, 
P,T; 


CELL DIVISION PROTEIN 
KINASE 2; CHAIN: A, C; 
G2/MITOTIC-SPECIFIC CYCLIN 
A; CHAIN: B s D; SUBSTRATE 
PEPTIDE; CHAIN: E, F; 


CYCLIN A; CHAIN: NULL; 




TRANSCRIPTIONAL 
REPRESSOR TUPl; CHAIN: A, 
B,C; 


GT- ALP HA/GI- ALPHA 
CHIMERA; CHAIN: A; GT- 
BETA; CHAIN: B; GT-GAMMA; 
CHAIN: G; 
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D score 
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PDB annotation 


OXIDOREDUCTASE 


HALOPEROXIDASE 
CHLOROPEROXIDASE Al } 
HALOPEROXIDASE Al; 
HALOPEROXIDASE, 
OXIDOREDUCTASE 


HALOPEROXIDASE 
HALOPEROXIDASE F; 
HALOPEROXIDASE, 
OXIDOREDUCTASE, PROPIONATE 
COMPLEX 


HALOPEROXIDASE 
HALOPEROXIDASE F; 
HALOPEROXIDASE, 
OXIDOREDUCTASE, PROPIONATE 
COMPLEX 


AMINOPEPTIDASE 
AMINOPEPTIDASE, PROLINE 
1MINOPEPTIDASE, SERINE 
PROTEASE, 2 XANTHOMONAS 
CAMPESTRIS 


HYDROLASE HYDROLASE, 
HALOALKANE DEHALOGENASE. 
ALPHA/BETA-HYDROLASE 


HYDROLASE HYDROLASE, 
HALOALKANE DEHALOGENASE, 
ALPHA/BETA-HYDROLASE 
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BROMOPEROXIDASE Al; 
CHAIN: NULL; 


CHLOROPEROXIDASE F; 
CHAIN: NULL; 


CHLOROPEROXIDASE F; 
CHAIN: NULL; 


PROLINE IMINOPEPT1DASE; j 
CHAIN: A, B; 


HALOALKANE 
DEHALOGENASE; CHAIN: 
NULL; 


1 HALOALKANE 

! DEHALOGENASE; CHAIN: 

\ NULL; 


BROMOPEROXIDASE A2; 
CHAIN: NULL; 


SEQFOL 
D score 




TtJ* 


CO 

a 




S3 


94.11 ; 




cK 

OO 


PIVIF 
score 








. 1.00 






1.00 




Verify 
score 








0.61 






d 




Psj Blast 




8e-31 


1 

<L> 


T 
o> 


CO 
<*> 

»n 


rn 

T 


rn 

1 

en 


H 

<u 

OO 






0 

m 


CO 


vo 
*o 
CO 


«n 

n 


ro 


jo 


co 






00 


00 
I-* 


00 


m 




rn 

OO 




39 

0 z 










< 






* 


S M 




OO 

RJ 


V> 
CO 

(Tj 


«i 
00 

cd 


S 
1— * 


\o 
-a 


!§ 




leg 




1710 ' 

1 


1710 


! out 


1710 


mo 


0 


0 



783 



WO 02/071*539 



PCT/USU2/05095 



a 
d 

£ 





£Sll 8 , 

«! t>6 55 « < i 

o o I 




g. 

a 



W ft 



> « 



ft 



E H 

8* 



3 Q 





IS 



O 



3 



Sag 



cr 



W 1 



1 a 



O pq 
w < 



784 



WO 02/070539 



PCT/US02/05095 



PDB annotation 


HYDROLASE HOMODIMER, 
ALPHA/BETA HYDROLASE FOLD, 
DISUBSTITUTED UREA 2 INHIBITOR 


HYDROLASE HOMODIMER, 
ALPHA/BETA HYDROLASE FOLD, 
DISUBSTITUTED UREA 2 INHIBITOR 


HYDROLASE HOMODIMER, 
ALPHA/BETA HYDROLASE FOLD, 
DISUBSTITUTED UREA 2 INHIBITOR 


1 

1 

03 
\ 


HYDROLASE PNB ESTERASE; 
ALPHA-BETA HYDROLASE 
DIRECTED EVOLUTION 


HYDROLASE 

PSEUDOMONADACEAE, CIS- 
PEPTIDE, CLOSED 
CONFORMATION, 2 HYDROLASE, 
LID 


HYDROLASE ! 
PSEUDOMONADACEAE, CIS- 
PEPTIDE, CLOSED 1 
CONFORMATION, 2 HYDROLASE, 
LID 


EPOXIDE HYDROLASE EH; 
EPOXIDE HYDROLASE, 
ALPHA/BETA HYDROLASE 


HYDROLASE ALPHA BETA 
HYDROLASE FOLD, PROLINE, 
PROLYL AMINOPEPTIDASE, 2 
SERRATIA, IMINOPEPTIDASE 


LIPASE LIPASE; LIPASE, 
HYDROLASE, 

PSEUDOMONADACEAE, COVALENT 
INTERMEDIATE. 2 TRIGLYCERIDE 
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§ 
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EPOXIDE HYDROLASE; CHAIN: 
A. B; 


EPOXIDE HYDROLASE; CHAIN: 
A,B; 


EPOXIDE HYDROLASE; CHAIN: 


LIPASE, GASTRIC; CHAIN: A, B; 1 


PARA-NITROBENZYL 
ESTERASE; CHAIN: A; 


TRIACYLGLYCEROL 
HYDROLASE; CHAIN: D; 
TRIACYLGLYCEROL 
HYDROLASE; CHAIN: E; ! 


TRIACYLGLYCEROL 
HYDROLASE; CHAIN: D; 
TRIACYLGLYCEROL 
HYDROLASE; CHAIN: E; 


EPOXIDE HYDROLASE; CHAIN: 
A, B; 


PROLYL AMINOPEPTIDASE; 
CHAIN: A; 


TRIACYL-GLYCEROL- 
HYDROLASE; CHAIN: D, E; 
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PDB annotation 


TRANSCRIPTION INHIBITOR BETA- 
PROPELLER 


COMPLEX (OTP- 
BINDING/TRANSDUCER) BETAI , 
TRANSDUCIN BETA SUBUNIT; 
GAMMA I, TRANSDUCIN GAMMA 
SUBUNIT; COMPLEX (GTP- 
BINDING/TRANSDUCER), G 
PROTEIN, HETEROTRIMER 2 
SIGNAL TRANSDUCTION 


COMPLEX (GTP- 
BINDING/TRANSD UCER) BETAI, 
TRANSDUCIN BETA SUBUNIT; 
GAMMAU TRANSDUCIN GAMMA 
SUBUNIT; COMPLEX (GTP- 
BINDING/TRANSDUCER), G 
PROTEIN, HETEROTRIMER 2 
SIGNAL TRANSDUCTION 


COMPLEX (GTP- i 
BINDING/TRANSDUCER) BETAI, 
I TRANSDUCIN BETA SUBUNIT; 
GAMMA! 3 TRANSDUCIN GAMMA 
SUBUNIT; COMPLEX (GTP- 
BINDING/TRANSDUCER), G 
PROTEIN, HETEROTRIMER 2 
SIGNAL TRANSDUCTION 




STRUCTURAL GENOMICS 
HYPOTHETICAL PROTEIN, 
MBTHANOCOCCUS JANNASCHII 


TRANSFERASE 

(METHYLTRANSFERASE) COMT; 
TRANSFERASE, 


Coumpound 


TRANSCRIPTIONAL 
REPRESSOR TUP1; CHAIN: A, 
B, C; 


GT-ALPHA/GI-ALPHA 
CHIMERA; CHAIN: A; GT- 
BETA; CHAIN: B; GT-GAMMA; 
CHAIN: G; 


GT-ALPHA/GI-ALPHA 
CHIMERA; CHAIN: A; GT- 
BETA; CHAIN: B; GT-GAMMA; 
CHAIN: G; 


GT-ALPHA/GI-ALPHA 
CHIMERA; CHAIN: A; GT- 
BETA; CHAIN: B; GT-GAMMA; 
CHAIN: G; 




MJ0882; CHAIN: A; 


CATECHOL 0- 
METHYLIUANSFERASE; 
CHAIN: NULL; 
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D score 
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PDB annotation 


INITIATION FACTOil 4A; IF4A, 
HELICASE, DEAD-BOX PROTEIN 


HELICASE HELICASE, RNA> 
HEPATITIS, HCV, ATPASE, NTPASE 


GENE REGULATION EIF4A; 
TRANSLATION INITIATION, 
SACCHAROMYCES CEREVISIAE, j 
DEAD BOX 2 PROTEIN FAMILY 


HYDROLASE/DNA ATP-DEPENDENT j 
HELICASE PCRA; ATP-DEPENDENT j 
HELICASE PCRA; HELICASE PCRA, ! 
HYDROLASE, DNA, PRODUCT ! 
COMPLEX 




INTEGRIN INTEGRIN, CELL 
ADHESION, GLYCOPROTEIN j 


INTEGRIN INTEGRIN, CELL | 
ADHESION, GLYCOPROTEIN j 
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WILLEBRAND WILLEBRAND, 
BLOOD COAGULATIOH PLATELET, 
GLYCOPROTEIN 


WILLEBRAND WILLEBRAND, 
BLOOD COAGULATION, PLATELET, 
GLYCOPROTEIN 
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4A; CHAIN: A, B; 


HCV HELICASE; CHAIN: A, B; 


TRANSLATION INITIATION 
FACTOR 4A; CHAIN: A; 






INTEGRIN ALPHA 2 BETA; 
CHAIN: A s B; 


INTEGRIN ALPHA 2 BETA; 
CHAIN: A, B; j 


VON WILLEBRAND FACTOR; 
CHAIN: A, B; 


Al DOMAIN OF VON 
WILLEBRAND FACTOR; 
CHAIN: NULL; 


Al DOMAIN OF VON 
WILLEBRAND FACTOR; 
CHAIN: NULL; 
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PBB annotation 
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SIGNALING PROTEIN CYTOKINE 
RECEPTOR, GLYCOPROTEIN 130, 
GP130, INTERLEUKINE 6 2 
RECEPTOR BETA SUBUNIT, 
SIGNALING PROTEIN 
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0 




STRUCTURAL PROTEIN I-DOMAIN, 
METAL BINDING, COLLAGEN. 
ADHESION 


STRUCTURAL PROTEIN I-DOMAIN, | 
METAL BINDING, COLLAGEN, I 
ADHESION f 




Coumpound 
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cT 


NEURAL ADHESION 
MOLECULE DROSOPHILA 
NEUROGLIAN 

(CHYMOTRYPTIC FRAGMENT 
CONTAINING THE 1 CFB 3 TWO 
AMINO PROXIMAL 
FIBRONECTIN TYPE EO 
REPEATS ICFB 4 (RESIDUES 
610-814)) ICFB 5 


NEURAL ADHESION 
MOLECULE DROSOPHILA 
NEUROGLIAN 

(CHYMOTRYPTIC FRAGMENT ! 
1 CONTAINING THE ICFB 3 TWO 
AMINO PROXIMAL 
FIBRONECTIN TYPE UI 
REPEATS ICFB 4 (RESIDUES 
610-814)) ICFB 5 


INTEGRIN ALPHA-l; CHAIN: A, 
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INTEGRIN ALPHA-l; CHAIN: A, 


CELL ADHESION PROTEIN 1 
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CELL ADHESION PROTEIN CELL 
ADHESION PROTEIN, ROD, 
EXTRACELLULAR MATRIX, 2 
HEPARJN-BINDING, j 
GLYCOPROTEIN 


CELL ADHESION PROTEIN CELL 
ADHESION PROTEIN, ROD, 
EXTRACELLULAR MATRIX, 2 i 
HEPARIN-BINDING, 
GLYCOPROTEIN 


CELL ADHESION PROTEIN CELL 
ADHESION PROTEIN, RGD, 
EXTRACELLULAR MATRIX, 2 J 
HEPARIN-BINDING, ! 
GLYCOPROTEIN 


CELL ADHESION INTEGRIN, CELL 
ADHESION 


CELL ADHESION INTEGRIN, CELL 
ADHESION 


STRUCTURAL PROTEIN INTEGRIN, 
HEMIDESMOSOME, FIBRONECTIN, 
CARCINOMA, STRUCTURAL 2 
PROTEIN 


STRUCTURAL PROTEIN TENASCIK 
FIBRONECTIN TYPE-IU, HEPARIN, 
EXTRACELLULAR 2 MATRIX, 
ADHESION, FUSION PROTEIN, 
STRUCTURAL PROTEIN 1 
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CD11A; ILFA 5 CHAIN: A, B; 
ILFA 6 


FIBRONECTIN; CHAIN: NULL; 


FIBRONECTIN; CHAIN: NULL; 


FIBRONECTIN; CHAIN: NULL; j 


ALPHAl BETAl INTEGRIN; 
CHAIN: A; ALPHAl BETAl 
INTEGRIN; CHAIN: B; 


ALPHAl BETAl INTEGRIN; 
CHAIN: A; ALPHAl BETAl 
INTEGRIN; CHAIN: B; 


INTEGRIN BETA-4 SUBUNIT; 
CHAIN: A, B; 


TENASCIN; CHAIN: A, B; 
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INTRASTERIC REGULATI ON 
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INTRASTERIC REGULATION 
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TRANSFERASE MAP KINASE, ) 
SERINEAHREONINE PROTEIN 
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PROTEIN/DNA HOMEODOMAIN, j 
DNA, COMPLEX, DNA-BINDING 
PROTEIN, PROTEIN/DNA 


TRANSCRIPTION/DNA 
ULTRABITHORAX; PBX PROTEIN; 
DNA BINDING, HOMEODOMAIN, 
HOMEOTIC PROTEINS, 
DEVELOPMENT, 2 SPE^BCIXy 


COMPLEX (DNA-BINDING 
PROTEIN/DNA) DNA-BINDING 
PROTEIN, DNA, PAIRED BOX, 
TRANSCRIPTION 2 REGULATION 


COMPLEX (DNA-BINDING 
PROTEIN/DNA) DNA-BINDING 
PROTEIN, DNA, PAIRED BOX, 
TRANSCRIPTION 2 REGULATION 










Coumpound 




HOMEOBOX PROTEIN HOX-B I ; 
CHAIN: A; PBXl; CHAIN: B; 
DNA CHAIN: D; DNA CHAIN: E; 


ULTRABITHORAX HOMEOTIC 
PROTEIN IV; CHAIN: A; 
HOMEOBOX PROTEIN 
EXTRADENTICLE; CHAIN: B; 
DNA (5 1 - CHAIN: C; DNA (5'- 
CHAIN: D; 


PAIRED PROTEIN; CHAIN: A, B s 
C; DNA; CHAIN: D, E, F 


PAIRED PROTEIN; CHAIN: A, B, 
C; DNA; CHAIN: D, E, F 
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